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

MolProbity : 4.02b-467
Mogul : 1.8.5 (274361), CSD asb41be (2020)

Xtriage (Phenix) : 1.13
EDS : 216
buster-report : 1.1.7 (2018)
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.16
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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 Percentile Ranks Value
Rfree 0 I (.230
Clashscore I 54
Ramachandran outliers I (2.4%
Sidechain outliers I (3.3%
RSRZ outliers N (4.2%
RNA backbone NN I .42
Worse Better

I Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution

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

Rfree 130704 1094 (3.10-3.10)

Clashscore 141614 1184 (3.10-3.10)

Ramachandran outliers 138981 1141 (3.10-3.10)

Sidechain outliers 138945 1141 (3.10-3.10)

RSRZ outliers 127900 1067 (3.10-3.10)

RNA backbone 3102 1116 (3.40-2.80)

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
5%
1 AA 1522 ? 65% 19%
17%
1 CA 1522 | o4 T
19%
| .- —
2 AB 256 32% 50% 9% 8%
23%
.. —
2 CB 256 30% 52% 10% 8%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
71%
...
3 AC 239 31% 49% 6% . 13%
2%
...
3 CC 239 31% 49% 5% . 13%
16%
..
4 AD 209 23% 57% 18%
7%
h
4 CD 209 22% 59% 19%
5%
e
5 AE 162 30% 49% 12% 7%
24%
= e
5 CE 162 28% 50% 14%  + 7%
6%
6 AF 101 12% 70% 18%
18%
6 CF 101 11% 70% 19%
27%
e — -
7 AG 156 46% 49% .
74%
= -
7 CG 156 46% 48% 5%
3%
_
8 AH 138 23% 64% 11%
7%
_
8 CH 138 25% 64% 9%
51%
T —
9 Al 128 36% 52% 9%
59%
e —
9 CI 128 36% 54% 8%
54%
e — —
10 Al 105 32% 52% 10% 6%
54%
e — —
10 CJ 105 31% 53% 10% 6%
28%
I — -
11 AK 129 23% 61% 6% . 8%
31%
[ — -
11 CK 129 22% 63% 6% - 8%
9%
h E—
12 AL 135 22% 54% 16% T
21%
== =
12 CL 135 25% 52% 14%  + 1%
40%
I — o
13 AM 126 32% 51% 8% . 9%
75%
e — e
13 CM 126 33% 50% 8% . 9%
31%
.. -
14 AN 61 41% 51% 5% -
23%
e — -
14 CN 61 41% 51% 5% ..
5%
_
15 AO 89 27% 58% 12%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
5%
h -
15 CO 89 29% 54% 15% ..
27%
I —
16 AP 88 18% 58% 17% . 5%
32%
1 —
16 CP 88 19% 56% 18% . 5%
—
I
17 AQ 105 33% 53% 9% 5%
—
I
17 CQ 105 35% 51% 9% 5%
3%
| ...
18 AR 88 23% 47% 10% 20%
20%
I
18 CR 88 18% 50% 11% 20%
63%
1 —
19 AS 93 32% 41% % 15%
55%
e —
19 CS 93 33% 41% 8% . 15%
15%
| ..
20 AT 106 21% 54% 18% T
20%
]
20 CcT 106 20% 56% 17% T
74%
————————————— —
21 AU 27 37% 56% 7%
85%
e
21 CuU 27 41% 52 %
2%
e
22 BO 85 26% 61% Tz
3%
L I
22 DO 85 25% 58% 18%
5%
h
23 B1 98 17% 45% 24% . 9%
9%
| ..
23 D1 98 18% 45% 23% 9%
13%
7% 29% 28% 7% 29%
24 B2 72
7%
24 D2 72 11% 25% 28% 7% 29%
2%
25 B3 60 38% 48% 13%
8%
25 D3 60 32% 55% 13%
3%
_
26 B4 71 23% 20% . 55%
13%
| ..
26 D4 71 21% 20% . 55%
2%
e
27 B5 60 17% 50% 22% 0% -
10%
| ..
27 D5 60 20% 47% 25% 7% .
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Continued from previous page...

Mol | Chain | Length Quality of chain
5%
28 B6 H4 - 39% 31% 9% 17%
24%
F
28 D6 54 9% 33% 33% 7% 17%
3%
29 B7 49 31% 55% 14%
16%
|
29 D7 49 29% 55% 16%
9%
30 B8 65 _17%_ 49% 29% -
8%
30 D8 65 18% 43% 32% "% .
3%
31 BA 2787 -mT 47% 34% 7
5%
31 DA 2787 %A,_ 48% 34% e .
7%
32 | BB 122 | Mo 31 — —
11%
32 DB 122 7% 53% 35% e
3%
33 BD 276 - 26% 50% 22% -
3%
33 DD 276 - 26% 52% 20% -
5%
_ -
34 BE 206 22% 51% 24% .
7%
34 | DE 206 | T ger Sa% — -
10%
h -
35 BF 210 25% 53% 18% .
10%
e -
35 DF 210 23% 56% 19% .
75%
— —
36 BG 182 20% 58% 20% -
79%
— —
36 DG 182 20% 58% 19% -
7%
37 BH 180 - 27% 41% 17% 11%
29%
I —
37 DH 180 26% 42% 16% 11%
24%
L
38 BI 148 22% 53% 21%
7%
e — -
38 DI 148 24% 49% 23% _—
5%
39 BN 140 -1T 54% 27% -
5%
39 DN 140 -W 52% 26% -
40 BO 122 32% 529 15%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
40 DO 122 29% 54% 16%
7%
41 BP 150 11% 39% 35% 12%
15%
41 DP 150 . 42% 33% 12%
5%
h —
42 BQ 141 24% 48% 22% .
T1%
L —
42 DQ 141 23% 50% 21% —
%
— _——
43 BR 118 20% 53% 23% _—
3%
_ _——
43 DR 118 23% 52% 21% ..
17%
44 BS 112 T 47% 29% 1
29%
— R
44 DS 112 9% 48% 29% . 12%
5%
45 BT 146 -1r 42% 29% % 10%
2%
45 DT 146 % 42% 29% % 10%
5%
46 BU 118 - 28% 54% 15%
14%
e
46 DU 118 29% 53% 16%
9%
47 BV 101 10% 49% 37% %
18%
47 DV 101 9% 50% 37% %
48 BW 113 24% 49% 26% -
%
— _—
48 DW 113 23% 52% 22% .
2%
49 BX 96 -T 46% 32% 7
7%
49 | DX 96 | " 4% 7o —
20%
I — _-—
50 BY 110 14% 41% 34% . 8%
25%
I _—
50 DY 110 12% 44% 32% 5% 8%
5%
h R
51 BZ 206 22% 50% 12% - 14%
2%
& EE———
51 DZ 206 22% 48% 14% . 14%

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-

Ila:

W

=}

o
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
52 MG AA 1619 - - - X
52 MG AA 1628 - - - X
52 MG AA 1643 - - - X
52 MG AA 1650 - - - X
52 MG BA 3088 - - - X
52 MG BA 3160 - - - X
52 MG BA 3166 - - - X
52 MG BA 3219 - - - X
52 MG BA 3234 - - - X
52 MG BA 3242 - - - X
52 MG BA 3246 - - - X
52 MG BA 3285 - - - X
52 MG BA 3290 - - - X
52 MG BA 3303 - - - X
52 MG BA 3327 - - - X
52 MG BA 3331 - - - X
52 MG BA 3343 - - - X
52 MG BA 3352 - - - X
52 MG BA 3356 - - - X
52 MG BB 206 - - - X
52 MG CA 1602 - - - X
52 MG CA 1613 - - - X
52 MG CA 1621 - - - X
52 MG CA 1630 - - - X
52 MG CA 1633 - - - X
52 MG CA 1636 - - - X
52 MG CA 1648 - - - X
52 MG D7 101 - - - X
52 MG DA 3016 - - - X
52 MG DA 3045 - - - X
52 MG DA 3094 - - - X
52 MG DA 3102 - - - X
52 MG DA 3104 - - - X
52 MG DA 3116 - - - X
52 MG DA 3134 - - - X
52 MG DA 3165 - - - X
52 MG DA 3182 - - - X
52 MG DA 3183 - - - X
52 MG DA 3188 - - - X
52 MG DA 3217 - - - X
52 MG DA 3225 - - - X
52 MG DA 3227 - - - X
52 MG DA 3229 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
52 MG DA | 3232 - - - X
52 MG DA | 3236 - - - X
52 MG DA | 3248 - - - X
52 MG DA | 3255 - - - X
52 MG DA | 3268 - - - X
52 MG DA | 3269 - - - X
52 MG DA | 3273 - - - X
52 MG DA | 3276 - - - X
52 MG DA | 3283 - - - X
52 MG DA | 3285 - - - X
52 MG DA | 3301 - - - X
52 MG DA | 3311 - - - X
55 | TEL BA | 3362 - - X -
55 | TEL DA | 3320 - - X -
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2 Entry composition (i)

There are 55 unique types of molecules in this entry. The entry contains 278037 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 rRNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N @) P
1 AA 1504 32329 14390 5992 10444 1503 0 0 0
1 CA 1504 Total = C N O P 0 0 0

32329 14390 5992 10444 1503

e Molecule 2 is a protein called 30S ribosomal protein S2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 AB 239 ’fgg?l 12013 3122 351)1 ? 0 0 1
2 CB 239 r‘lrgg?l 12013 3122 321 g 0 0 1
e Molecule 3 is a protein called 30S ribosomal protein S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 AC 207 ?Z’tlzl 1(?16 311]5 221 ? 0 0 1
s cC 201 ?Zi?’)l 1(?16 311]5 2(831 ? 0 0 1
e Molecule 4 is a protein called 30S ribosomal protein S4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 AD 208 ??E)Zl 1OCG6 31§9 281 g 0 0 0
4 CD 208 ??E)Zl 10%6 31;]9 281 g 0 0 0

e Molecule 5 is a protein called 30S ribosomal protein S5.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
5 AE 151 1147 724 218 201 4 0 0 1
Total C N O S
5 CE 151 1147 724 218 201 4 0 0 1
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 101 843 531 155 154 3 0 0 0
Total C N O S
6 CF 101 843 531 155 154 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 1257 781 252 218 6 0 0 0
Total C N O S
7 CG 155 1257 781 252 218 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 1116 705 215 193 3 0 0 0
Total C N O S
8 | CH 138 1116 705 215 193 3 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
9 | Al 127 1011 639 198 174 0 0 0
Total C N O
9 | O 127 1011 639 198 174 0 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
Al 58 ARG HIS conflict UNP P80374
CI 58 ARG HIS conflict UNP P80374




Page 11

wwPDB X-ray Structure Validation Summary Report

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
10 A % 795 499 157 138 1 0 0 1
Total C N O S
10 C % 795 499 157 138 1 0 0 1
e Molecule 11 is a protein called 30S ribosomal protein S11.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
1 AK 119 &5 549 168 165 3 0 0 0
Total C N O S
1 CK 119 85 549 168 165 3 0 0 0
e Molecule 12 is a protein called 30S ribosomal protein S12.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
12 AL 125 971 611 196 163 1 0 0 1
Total C N O S
12 CL 125 971 611 196 163 1 0 0 1
There are 6 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment Reference
AL 2 VAL - insertion | UNP Q5SHN3
AL 3 ALA - insertion | UNP Q5SHN3
AL 4 LEU - insertion | UNP Q5SHN3
CL 2 VAL - insertion | UNP Q5SHN3
CL 3 ALA - insertion | UNP Q5SHN3
CL 4 LEU - insertion | UNP Q5SHNS3
e Molecule 13 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
13 AM 15 921 569 190 160 2 0 0 0
Total C N O S
13 CM 15 921 569 190 160 2 0 0 0

e Molecule 14 is a protein called 30S ribosomal protein S14.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
14 AN 60 492 312 104 72 4 0 0 0
Total C N O S
14 CN 60 492 312 104 72 4 0 0 0
e Molecule 15 is a protein called 30S ribosomal protein S15.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
15 | A0 88 734 459 147 126 2 0 0 0
Total C N O S
15 CO 88 734 459 147 126 2 0 0 0
e Molecule 16 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
16 AP 84 701 443 140 117 1 0 0 1
Total C N O S
16 CP 84 701 443 140 117 1 0 0 1
e Molecule 17 is a protein called 30S ribosomal protein S17.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7| AQ 100 824 528 152 142 2 0 0 1
Total C N O S
7| cQ 100 824 528 152 142 2 0 0 1
e Molecule 18 is a protein called 30S ribosomal protein S18.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
18 | AR 70 574 367 112 95 0 0 0
Total C N O
18 | CR 70 574 367 112 95 0 0 0
e Molecule 19 is a protein called 30S ribosomal protein S19.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
19 AS & 630 403 115 110 2 0 0 1

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR H R
e Molecule 20 is a protein called 30S ribosomal protein S20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR T HEEEEE
0 e | e e 0 | 0 |0
e Molecule 21 is a protein called 30S ribosomal protein Thx.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
21 | AU 25 goggl 138 o g()) 0 0 1
21 | CU 25 1;0531 1(238 ; ?S()) 0 0 1
e Molecule 22 is a protein called 50S ribosomal protein L27.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
22 B0 85 1250’5;681 4(0]1 11?\>I7 1(1)1 El; 0 0 0
22 bo 85 1;30;81 4(51 12]7 1(1)1 ? 0 0 0
e Molecule 23 is a protein called 50S ribosomal protein L28.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
23 Bl 89 2();; 1 4§5 114\110 1C1)8 0 0 !

23 b1 89 TGO;; l 4(?35 114\110 1C1)8 0 0 L
e Molecule 24 is a protein called 50S ribosomal protein L.29.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
wlm | n [WONTT . [ 4 |
IR HEEEEE

WO RLDWIDE
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e Molecule 25 is a protein called 50S ribosomal protein L30.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2% | B3 60 o o D 0 0 1
25 | D3 60 Tl e ol 0 0 1

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2%6 | B4 32 o o 0 0 0
2% | D4 32 o o 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
27 | B 59 1:;);31 2;38 é\g 706 i 9 0 0
27 | D5 59 o o D 9 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

28 | B6 15 gogfl 235 ;\Ig 62 i 0 0 1
e Molecule 29 is a protein called 50S ribosomal protein L34.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o | v | a9 U s s O | 0 |
9 | o7 | a9 | U s o | 0 | 0 |

e Molecule 30 is a protein called 50S ribosomal protein L35.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
30 B8 64 508 326 102 78 2 0 0 1
Total C N O S
30 D8 64 508 326 102 78 2 0 0 1
e Molecule 31 is a RNA chain called 23S ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
31 BA 2725 58698 26124 10986 18864 2724 0 0 0
Total C N O P
31 DA 2725 58698 26124 10986 18864 2724 0 0 0
e Molecule 32 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
32 BB 119 2551 1136 471 826 118 0 0 0
Total C N O P
32 | DB 119 2551 1136 471 826 118 0 0 0
e Molecule 33 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
33 BD 272 2105 1329 417 356 3 0 0 1
Total C N O S
33 DD 272 2105 1329 417 356 3 0 0 1
e Molecule 34 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
34 BE 205 1564 988 300 270 6 0 0 1
Total C N O S
34 DE 205 1564 988 300 270 6 0 0 1
e Molecule 35 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
35 BF 208 1624 1035 304 282 3 0 0 1

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

35 DF 208 ?g;il 10%5 31(\)I4 222 g 0 0 1
e Molecule 36 is a protein called 50S ribosomal protein L5.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 BG 181 ?Zt;il 95132 21;5]8 220 i 0 0 0
36 DG 181 ?Zt;il 95132 21;518 2((?0 ZSL 0 0 0

e Molecule 37 is a protein called 50S ribosomal protein L6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
37 BH 160 rf;gl 7(7]3 21;19 2(2)0 ? 0 0 !
37 bH 160 rfgt;;’)l 7?3 21;19 2(2)0 ? 0 0 !

e Molecule 38 is a protein called 50S ribosomal protein L9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
38 Bl 146 ?iga; 7(233 21(\)11 2(37 ? 0 0 L
38 b 146 ?1);&21 7(233 21(\)11 2(87 ? 0 0 L

e Molecule 39 is a protein called 50S ribosomal protein L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 BN 139 qu(l)g;l 7(1}2 21(\)17 1C8)2 i 0 0 1
39 bR 139 ?1)8? 7(132 21(\)17 1(8)2 ZSL 0 0 1

e Molecule 40 is a protein called 50S ribosomal protein L.14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
01 BO 12| Gl s m 1m0 4 0 0 0
401 DO 12| Gl s m 1m0 4 0 0 0

WO RLDWIDE
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e Molecule 41 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
H BP 146 ?‘iﬁl 632 21;17 1(9)3 2 0 0 0
H bp 146 ?iﬁl 632 21;17 183 2 0 0 0

e Molecule 42 is a protein called 50S ribosomal protein L16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
42 BQ 136 ?8;?)1 6?8 21(\)14 123 ? 0 0 0
42 bQ 136 ?(());E(L)l 6?8 21(\)14 123 ? 0 0 0

e Molecule 43 is a protein called 50S ribosomal protein L17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
43 BR 17 1;)06t gl 539 21812 1?9 0 0 0
43 DR 17 T906t gl 539 21(\)12 1C5)9 0 0 0

e Molecule 44 is a protein called 50S ribosomal protein L18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 BS 9 T7O7t;Ll 426 11;5 1(??0 0 0
4 DS 9 1:;)7?1 426 1?5 1(??0 0 0

e Molecule 45 is a protein called 50S ribosomal protein L19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
45 BT 132 111(1)1(6)?)l 6(836 2217 126 ? 0 0 0
45 bT 132 111(1)J(C)Eél 6;36 21;]7 126 ? 0 0 0

e Molecule 46 is a protein called 50S ribosomal protein L20.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
16 BU 17 958 604 202 151 1 0 0 0
Total C N O S
46 DU 17 958 604 202 151 1 0 0 0
e Molecule 47 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
47 BV 101 779 501 142 135 1 0 0 0
Total C N O S
47 A 101 779 501 142 135 1 0 0 0
e Molecule 48 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
18 BW 13 896 563 176 155 2 0 0 0
Total C N O S
18 bw 13 896 563 176 155 2 0 0 0
e Molecule 49 is a protein called 50S ribosomal protein L23.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
49 BX 93 726 471 132 123 0 0
Total C N O
49 DX 93 726 471 132 123 0 0 1
e Molecule 50 is a protein called 50S ribosomal protein [.24.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
50 | BY 101 776 500 149 123 4 0 0 1
Total C N O S
50 | DY 101 776 500 149 123 4 0 0 1
e Molecule 51 is a protein called 50S ribosomal protein L25.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o1 Bz 1 1404 897 253 252 2 0 0 1

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o1 bz 1 1404 897 253 252 2 0 0 1

e Molecule 52 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroQOcc | AltConf
Total Mg

52 | BA 360 250 360 0 0
Total Mg

52 | CA 50 o 5o 0 0

52 | DQ 1 Toltal l\gg 0 0

52 | DF 1 Toltal l\gg 0 0

52 | DU 1 Toltal l\gg 0 0

52 B1 1 Total - Mg 0 0
1 1

52 | BP 3 Total = Mg 0 0
3 3

52 | DR 9 Total = Mg 0 0
2 2

52 | B 9 Total - Mg 0 0
2 2

52 | BB 7 Total - Mg 0 0
77

52 | BF | Toltal N{g 0 0

52 | BX | Toltal N{g 0 0

52 | DS | Toltal N{g 0 0
Total Mg

52 | AA 52 b ko 0 0

52 | BQ 2 Total - Mg 0 0
2 2

52 D7 1 Toltal hgg 0 0

52 | BU 1 Toltal hgg 0 0

52 | DD 9 Toztal hgg 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf

52 | BR | Toltal N{g 0 0
Total Mg

52 | DA 318 218 318 0 0

52 | BT | Toltal N{g 0 0

52 | DE | Toltal N{g 0 0

52 | DX | Toltal N{g 0 0

52 | DP 1 Toltal hgg 0 0

52 D5 1 Toltal hgg 0 0

52 | BD 9 Total -~ Mg 0 0
9 9

52 BO 1 Total = Mg 0 0
1 1

52 | DB 3 Togal N;)g 0 0

e Molecule 53 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
53 | ON 1 fotal 2 0 0
53 | AD 1 fotal 2 0 0
53 | CD 1 foral 2 0 0
53 | AN 1 Foral 2 0 0

e Molecule 54 is POTASSIUM ION (three-letter code: K) (formula: K).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
54 | BA 1 Total - K 0 0

1 1
54 | DA 1 Toltal If 0 0

e Molecule 55 is TELITHROMYCIN (three-letter code: TEL) (formula: Cy3HgzN5010).

O RLDWIDE
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TEL
Mol | Chain | Residues Atoms ZeroOcc | AltConf

Total C N O

55 BA 1 58 43 5 10 0 0
Total C N O

55 DA 1 58 43 5 10 0 0

sPrpe
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15%
15%

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 rRNA

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)
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0oTd

Sy o
wn =

7%

18%

54%

o0
g

®

©

&
21%

°
15%

[ ] ® (N ]
DO -HANMI W0
ON K NNNN
X0 MR <

Chain AT:

©
©
=

198

@
0
<

894
LSY

SSI
25!

(414

054

8%
L%D

€71

84
LES

SEL
vex
EEH
(434
TES
0oex
623

pxas

Scyd

€2H

ey

618
810

9TH
STY
42!

Cern |
a2}
118

7%

.

17%

56%

20%

R
)
o~

e}
N
[9p]
=
o
)
+—
[}
—
(o8
—
m
@}
0
e}
Q0
e
—~
[P
e
(el
S
[\l
<]
—_—
=}
Q
]
—_—
=
[ ]

Chain CT:

198

65V
89
LS4

SSI
452

{4

0S4

8
LD

Y1

sy

£€cy

T2h

61S
810

9TH
STH
j42:!

(444
118
071

6N

S0TS

[4U%]
TOTD

7%

56%
D E

R L DWI

O
PROTEIN DATA BANK

SPDB

74%

37%

e Molecule 21: 30S ribosomal protein Thx
e Molecule 21: 308 ribosomal protein Thx

Chain AU:



wwPDB X-ray Structure Validation Summary Report AV77

Page 36

85%

—
7%

52%

41%

Chain CU:

LTL

)
—
=

€11
(45’8
115
oty

0w QY xa

e Molecule 22: 508 ribosomal protein L27

13%

61%

26%

w
2
IQI

12%

Chain BO:

094
6G1

184
98d
SGY

TSA
0SN
673
8%d
Lvd
oA
Shd

evL
{474

ovd
64

LET

€D

< 0 © 0 0 o
SRS N 2
Mo > o o

e Molecule 22: 50S ribosomal protein L27

€CTA

121
ocy
614
8TV
L10

€19
® CIN

® 65
8D

S

(44
™

€8d

08H
6LA

LLY

SL1
v.4
€L9

TLa
0Ld

894

99A

%9a

291

X

[oe]

—

X

©

N

X

N

o~
N
m
—

m

=

o=

<

hhu

094
657

184
95a

ESW

TSA
0SN
6734
8%D
L%d

Shd

€7l
(44

ovd

8EA
LET

€D

(4%

62b
4]

9Tk
ScH
veu
€CTA

o
0
~

121
0zd

8TV

S1d

€19
CIN

0 O
o n

0000000 OO
0
53

=
=<

e Molecule 23: 508 ribosomal protein 128

—
~
[=]

© N~ 0
© © ©
.>>""1l

o
©
)

9%

24%

45%

17%

5%

Chain B1:

Yvd

(41!

69

© 0 - o
o o O
l"ml"""-

e Molecule 23: 508 ribosomal protein .28

o =
© 0
o

8.4

9%

(X )
S
re)
<

23%

45%

18%

9%

Chain D1:

o o
N OO
0 WO Q
BHB @

¥vd

(44}

(]
833
Xome

©
(%]
(&

°
Y=~
0o D0
WI&P—‘-

[
]
X

Lea

ocy

811
LTS

STV

(4%

0 o
wn o

88}

S81

8%

e Molecule 24: 50S ribosomal protein .29

8.3

9.4
S.4
YLA
eLT
[k
TLR
0LA

© N~ 0 O
© © © O
ooH A X

e
©
<

o
©
=

O

R LDWIDE
PROTEIN DATA BANK

W



Page 37 wwPDB X-ray Structure Validation Summary Report AV77

13%
Chain B2: 7% 29% 28% 7% 29%
[ ) [ ) [ ) [ ] [ ) [ ) [ N ]
w M~ OO w0 N~ 0 O - < N~ -~ (] n e} (32} 0 o
=1 = - NN oN N NN o0 o0 [} < Sy SN N wn wn © ©
£ 72 P &% . | = o N = [55) [ = o 172} == = << -

e Molecule 24: 508 ribosomal protein 1.29

7%
. | .. —
Chain D2: " 11% 25% 28% 7% 29%

s17

©
=
A

V19
E27

©
I3
£

K29

e oo o0
) - S ~ Qoo o ™ @
o e} e} ] R A A & [re] [re)
X =] (] 9 HO odn o | <

e Molecule 25: 508 ribosomal protein L.30

2%

— 0
N N
— =

. - ——
Chain B3: 38% 48% 13%
[ ]
rslg 'glgIE.EIEIE-Elﬁ 8 §I§I§§I§ g E-EIE $3578 §I§I§-§ §I
e Molecule 25: 50S ribosomal protein L30

8%
Chain D3: 32% 55% 13%
[ X J [ ] [} [ ]
2 2'3 ;Iglala ;I; = SIS 8 Sl‘élaalz gla 4E Els g §I§I£I£I2 21
e Molecule 26: 508 ribosomal protein L31
3%

. _

Chain B4: 23% 20% . 55%

[ ] [ ]
o — OMo O < m ~ 0 o
woON~ A JRST2R8RY ISES A
HIEA > HHO ©=>HM0BH BN A

e Molecule 26: 508 ribosomal protein L31

13%
. | ..
Chain D4: 21% 20% . 55%
[ X ] [ X X ] [ ] [ ] [ ] [ )
5] H oA > - (&) o= > 53] = .



Page 38 wwPDB X-ray Structure Validation Summary Report

4VTZ

e Molecule 27: 508 ribosomal protein 1.32

12%

Chain Bb5: 17% 50% 22% 0%

(]

o SRl © o < ©
> 0 Sl et 3] @ ™ @ o
< a XEB®nX 3] ] o, O

e Molecule 27: 50S ribosomal protein 132

P7

K8

X9

R16
D17
R19
R20
H22
H23
A24
A38
M39
K40
P41
P42
T44

[ ] LN J [ X X )
(=3 S ~
e} re) 0
2] 2] =

10%
. e
Chain D5: 20% 47% 25% 7% .
[ ] [ ] [ ) [ X X )
o N o ~ o O N M e} o © o] o - < W0 © o <+ W N~
e Molecule 28: 50S ribosomal protein L33
9%
Chain B6: . 39% 31% 9% 17%
[ ] [ ] [ ] [ ] [ ]
o ~ — N < W0 O N~ o o < w0 © DO - (] [Te) N~ o
& - Bl RRESBEESE]  Bi - B R R R IR - 5 i

e Molecule 28: 50S ribosomal protein L33

24%
Chain D6: = 9% 33% 33% 7% 17%
(N J [ ) [N X J [ ] (N ] [ ) [ XN ]
o — o N NN~ momm o o SN < Sl wn
O - E4 o< M X = X B A= m > (&) 4 = ~

e Molecule 29: 508 ribosomal protein L34

4%
Chain BT7: 31% 55% 14%
[ X )
o-damMIWoON 0oy NS WoN~ O - N@ SIS 000 "N n Y 55
WONOO A d o= NN OHmn@n oMo S <
EoAERAKESMBTNOLE SEBEMLDCS BEANEL XOa=EdEe A o

e Molecule 29: 508 ribosomal protein L34
16%
. e ——
Chain DT7: 29% 55% 16%

[ ] LN ) (] (] e o o
OHANMYIDON®OOO - NS00 o= WO~ 0RO N0 ~

VOO AT IS NNNNNNNN om0 el kel e ISl S S
EoOrEmaNEMSNMNBIOLDmELEEELDD =X = R i o

e Molecule 30: 50S ribosomal protein L35
9%
Chain BS: 17% 49% 29% -




wwPDB X-ray Structure Validation Summary Report AV77

Page 39

o
©
=

68X

o < ©O N 0
e Y] 0 1 10
D-LIJILIJG.’.H

—
)
<

84

i

0]
(44

veEM
EEN

623

2L
Elos
ST

N M
AN
>>I

—
]
X

61S

00
-
<

STH

o
o
m >

w o~
le-‘:nH

[NV
A

€9d

50S ribosomal protein L35

e Molecule 30

5%

32%

43%

X
)
b

8%

Chain D8

091
694
8SI
LS4

kS

3]
re)
a

-
)
<

0
<
IhI

ik

€70
(44

e ¥EM
EEN

pxan
9TH

]
o
=

=
N
I&

61S
81V

YA
€14

© N~
B @

wn
Ix

¥}
£

e Molecule 31

o
A

o
©
o

23S ribosomal RNA

199

89D

SS90
%50
€3qY
{44

7%

879

34%

evy
{44

—
e
jel

2
”
O

8EV

©
[}
(&

€0
® 0€d

47%
0o~
R
ERESRERE)

[NI]
N
lUU

61D

© ©
— —
(& O

421

e 11D

10%

3%
.

Chain BA

61TV

©
ks
o

0
£
o

T61V
06TV

F

9LTD

¥L10

CL1D

6ETD

Sezn

j434Y

CETH

€T1ey

3

ATz
XT.2D

ATLZD
nT.L2d

€2eD

j14°5)]
ozey
61€0
8T€0
L1€D
91€0
1 5°0]

[42°0]
TIEY
0TEY
60€D

DO ANmM S W ~
DO OO0 00O o
NMMMOMO ]
<<V OUODUVD o

862D
L1620

€620

L6€D

geen
veevy
£6€0

T6€D

d€9€d

£9€D
29en

09€D
6GEV

LSGEV

SG€D

LLVY

€T%0

O

R LDWIDE
PROTEIN DATA BANK

W



4VTZ

=
—
@}
o
Q
~
>
—
<
g
g
j=}
[9p]
e
.8
=
g
G
>
<}
—
=
-
]
=
—
+—
[9p]
z
D
>
/M
A
ol
E
=

Page 40

9ESY
S€SD

625V

928y

vesn

125D

6150

L1S0

SISV
4514

1180

6670

T090
0099
665D
863D
650
965D

7630

1690
06SY

988y
989D
%830

(425

8.LSV

9150

196D

655D

LGS0

feisielig

6€S5D

299D
7990

6590
8590

679D
879D

629D
829D

9zon

8TLD

STLD

STLD

CcTLD
TTLD
0TLD

L0.LD

SOLV

TOLD
00.LD

169D

0899
6,90

990
999D

€LL0

G280
vc8yv

128V

818D

918D

T80
0180

9080

08V

208V

008Y

6.0
€6.LY

€160

T16V

606V
8060
L0610
9069

€060
206D

668Y

S.8D

€189
L8V
T.80

698D
8980

798D
€98Y
2989
T98Y

SG8D

€589
2689
7880

678V

1,60

6960

1,960
9969

796D
€960
2969

096V

L56Y

756D
€56V

1860
0569
6760

£v6n

0¥6D
6E€6D

7€6D

SE0TN

CTEOTY
T€0TD
0€0TD
8201V

® 9201n

j£4u%)

61010
8T0TD
L1079

71070
€T0T0
21070

6711D

97110

wiin
0%TTD
6ETTD
8ETTD

8CTTV
LTTTY

SCTTD
%2110
€2CTTD
(443 %)

8TTTD
LTTTD

60TTO
80TTN

® €S0TD
@® TS0TD

0S0TY

€701

07010
6E0TD

LEOTD
9€0TD

601D

66TTN

96TTD

16110
06T1D

88T1N
L8T1D
98T1D
S8TTD
¥8T1D
€8TTD
2811V
18110

€LTTD

LSTTD

€STTID
CST10
TSTTD
0STTD

%9210

(4144

091D

LSCTD

0SZTH

LYTTY

S¥CTD
4445

oveIn
6€CTD
8ETTD

0ECTO

8¢CTH
pXaq ]
92CTY
S2TTH

Y12210

0ZTTY

STCTD
454941

211D

TEETV
0EETD
62€TN

LTETD

CTETY
T2ETY
0ZETD

LTETY
9TeTN
STETD

21ETN

60€TH

Y0ETD

6621
86CTD
L62T1D
96219
S62T0
vecin
€62T0
26210

06210
68210
88CTN

€821
[4:1491

08219

8LTTY
LLTTD

v.L2TV

€6ETY
CBETY
T6€TN0

88ETH
L8ETD

€8ETD
Z8ETH
18ETD

9LETD
SLETD
v.Le1D
E€LETY
cLETN

69€TH

LOETY
99€TV
S9ETY

€9€T1D

89€TD
LS€TN
9G€TH
SSETH

€GETY
2¢SETN
TGETD
0SETD

8YETD
LYETD
9YETD

EVETD

wemn
oveTn
6EETD
8EETH

9EETY

1S710
YO0S¥10

LYPTD
9%¥10
¥Svv10
SYYIV

(47445
15445

8EYTIN

9EVID
SEVID
veviv
€EVIN
CEVTO
TEVIN
0EVTO
6C71D

O

R LDWIDE
PROTEIN DATA BANK

L2YTY
9CHTD
mmmeu

(44745

6TVTV
8T¥1D

STPIN
14545
€TVID
(45441

[574%)

80%TD

90710
(07490

TO%TD
00%1H

96€TN

veein

W



4VTZ

=
—
@}
o
Q
~
>
—
<
g
g
j=}
[9p]
e
.8
=
g
G
>
<}
—
=
-
]
=
—
+—
[9p]
z
D
>
/M
A
ol
E
=

Page 41

T1S1D

TLYTY

0LYTD
69VTV

9S¥1D

€SP0

¢8STD

79510

GGSTD
eciag
€39GTV
[ai1 %)
TSSTO
0881
6%STD

81STN

91STD

€TSTD

€¥91D
(42429
Y91V

6€9TN

LEITY

T€9TD
0€91H
62910
829T1H

9291

721D
€291
(44215

21910

L0910

S6STD
631D

L8STV

%8310

0691V
6891V
88910
18919
98910
S891D
78910
€891D
28919
891D
08910
6,970

€L910

1,910

699TV

L9919
99919
G991V
7991V
€991D

T991D
09910
65910

G991V

05919

S¥91D

LL.10

SL.LT0

89.T0
19110

TOLTY

09.LTV
B6SLTV

9S.TD
GSLTY
YSLID

TSLTID

0SLTD
6YLIV

V.i9L1D
LyL1D
9vLTD

VSP.LID
SPLID

€VLID

T2L1D
ozLTn

YILID
€TLINn
TILID
TTLID
OTLID
60LT0
80LTD

90.T0
S0LTD
Y0LTD

6€8TD
8€8TD

9€8TD
GESTD
7€8TN

TEBTD
T€8TH

9281H
SC8TV
ve81d

L18TD

6081V
80810

9081D
50810

96.T0

26L1D

68LTV
88L1D

S8LTV

€8LTV

18110
08LTYV

806TD
L06TD
90619

7061D

20610
TO6TV

16819
9681D

[ sestd
6810
£68T0
26810
T681D

08810

29810

0%81D

L9610
9961V
S96T0

T9610
0961V
6G6TD
8G6TD
LS6TD
986TN
SG6TN

€961V
TS6TY

0S6TD

Z¥6T10

€E6TD

926TN

92020
§2020
%202H

ccozn
12020

91020

(4143

0T0ZH
6002D
80020
L0020
90020
S002Y

€£002D

1002V

66610

96610
%6610

686TD
88610

-

%8610
£86T0

1861V
08619

8L6TY
LLEBTY
9,610
SL6TD
¥.610

16020
060ZD
68020

98020
S$8020

08029
6,020
802D

I

v.L020

2.0TH

8902N
1,902H

$9020
%9020

2902V

8302y

1502V

8%0ZH

9%02D

F

(4444

002D
6€02D
8€0TD
L€0TD

@® 9012D
® S012d
[
[
® <¢oten
® 1012
® 0012)

86020

96020

26020

0822
6¥cen
8¥ced

v¥cen
€¥cen

LETTD

a4
veeed
£een
ceTen
T€2TD
0€TTD
62TTd
82TTH

seeey
vceed
€22TH
eeed
Teeed
02eed

902TD

€0zen

16720

S6T2D

€612D

[ ]
® 88120

@® 9812

7812
@® €812

zreen

90€TD

¥0€2d
€0€TH

T0€2D
00€2D
6622
86CCY
L622D
9622Nn

3
i

26220

S82C0
%8220

8.cey
L.2TH

cLzen
(Y2443

692CY

L9zgey
99¢geY
s9zen
%9220

z9zen
19220
09220

Lszen

131443

€LETH

TLETD
0L€TH
69€TY
89€TD
L9€TH

S9€TH

£9€2D

69€2CD
89€TD
L5€20n

vseecd
€GETH

TS€TH
0G€TO

8veTn

SveeCd
vvecn
E£YETD

T%€TH
0v€Td
6EETH
8EETH
LEETD

0EETH

8CETY

€2ETH
ceeey
12€2TD

LT€TO

v1eed

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 42

izal

1720

82¢¥%TH

j44%44

(4749
612N
15744
L1%20
91¥20
ST¥TH

€T¥TH

60%2H

66€TH
86€2N
LBETD

€6ETY

T6ETH

T8€TD
08€TO

8.LETY

LBYTY

€6ven
zeven
Teven
06%2D
68%2D
88YCY

98%2D

¥8¥%CH

08%2D

€972
29ven

L

95%20

¥Sved
EiZ4 1

Tsvey
0svey

LEVTN

8992D
LSSTH
96520
S852n

€552

18520

67520

L%52n

S92

132414
07520

8€S5TD
Lgsen
9€STH
SESTH

0ESTY
6252D
8zseNn

9282
14214

€292
zesen

ST1S20
¥1s2n
€152D

T1820

00520

61920

v192Y

L092D

50920

10920
0092V

9652n
§65CD
76520

8892

§892N
852N

L

08s2n

08920
6.L92Y
81920

91920

L

® ©992¢D
£992D

S¥92D
¥¥92d

(4414

0%92D

8€9TD
L€92N

L

€€92D

T€92H

6292V

292D
92920
ST9TH
¥29Td
€292
2T9Td
129V
02920

¥v.L2D

S€LTD
veLTY

TELTD
TELZD
0€.20

L

6T.2D
8T.LTD
L1.2D

10.2D
90.2D
{0)ka |
70.2D
€0.2D

£6.2D

98.2n
S§8.20
¥8.20

9L.L2V

69.20

19,20

S9.2v

Lv.LTD

T.82D
04820
6982H

9982n
S982n
%982

2982H
19829

159829

99820
982D
£5982D
2G8TH

L¥82n

S%82H
¥¥82H

2%82H

0%82D
6€82D

9€82N

vE€8TH
£€8TH

62820
82820

€282V

618D

182D
91820
S1820
71820
€182V

T182H
0182V

6820
® 96820
S6820

i
23S ribosomal RNA

€682

1682H
68820

18820
988ZH
98820
882N
€88V
2882V

6.82D
8.82N
1.8TH

S.820

€.82YV

e Molecule 31

6%

34%

48%

5%
9%

Chain DA

1€d
0gd
6zn

ve1d

61TV

LT1D
9110
ST1D

E€TTD
zrin
TTTY

601D

68D

ool
0
o

0 © N~
0 00 0
B O O

8D
08D

T6TV

681D

181D
981D

9L1D

.10

CTL1D

6ETD

9ETD

€ETD

LTV

9TV

LSV

0G2ZH

eV

6€TN

STZH

%4

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 43

d¢.L2d
qcLed
acLed
0T.LTH

ATlzn
XT.LZH

ATLZD
nT.L2d

STLTD

01,29

L£T.20

HTLZD
DTLZD
dT.20
arLen
arLed
OT.LZD
d1.20

6920

0sen
6%€D
i2°0]

Svev
7veD

[474°0]
Tved
oveEY

@ <Tied
TIEV
0TEY
60€D

LOED

L1620
9620
S62D

€620
2620

807D
LO¥D

S8€0

28€D

08€N
6.L€D

€Len

99€D
S9€0
79€d

de9€D

£9€D
29en

09€D
63EY

LSEV

SG€D
® ©Sed
£G€D

TLYY

69%D

99%V

vovn
€9%D
29%0

897D
LS%Y

£5%0

vevn

918D
STSV

1180
015D

70s0
€08y

869D
L1650
965D
$650

£65D

168D
065V
6850

989D

€839

1830

6.5D
8LSV

9,50

CTLSY

L9GY

195D

655D
85650
LGS0

%90
0%S0
6€5D

9ESY
SE€SD
vesn

8590

679D
879D

L

8790

JVTI9V

v1on
€T9D

019D
609V
809V

9090

009D

T0LD

669V
8690

789D

0899

8190

SLoV

2990

299D
7990
0999

T8LV

6.L.L0
8L.LD
LLLY

€9.D

TOLV
09.D

85.L0

95.L0

¥GLD

TSLY

8¥%.D

€ELD
TELD
TE€LO

8TLD
LTLY

GTLD

%80

%89

6€8N
8€80

9€8D

€80
€€8N

® 628V

§280
T8y

128V

818D

9180
S18D

9080

708V

208Y
T08D

v6.LD
£6.LY

68.LY

e T16V
606V
8060

L060
9069

€062

9989

€98D

7980

678V

TL6D

L¥6D

v¥6D
£v6n
276D

0%6D
6€6D

SE€6D
7E6D

ogen
8269

8201V
1201V
9201

¥201D

8T01D
L101D

v1010
€T0TD

6001V
800TD

2001
TOOTY
0001V

6660

166D

S660
7660

886V

(i35

8ETTD

€ETTN
CETTY

6CTTV

LTTTY

® ST
® ¥TIId
€CTTID

12110

8TTTD

€50TD
@® TSOTD
L]
® 0SOTV

6€0TD

LEOTD
9€0TD
SE0TN

€0CTH
20210

00210
66TTN
86TTN

96TTD
S6TTH

€6T1D

T6T1D
06119

88110
L8TTD
98T1D

L

81TV

WO RLDWIDE
PROTEIN DATA BANK



wwPDB X-ray Structure Validation Summary Report AV77

Page 44

S9CTV
7921

(4144

09219
6SCTD
85CTD

0821D

LYTTV

S¥C1D

E€¥CTD

Vi

® 8ECIH
® leTlv

veein
€E€TTD

0€TTD

123T1D

El4a)
i4an)
€221

V12210

0zeTV

L1210

121D
454944

(4545

9ZETN
SCETD

LIETY

€1eTn
ZIETN

60€TD

SOETD

€0ETD
COETY

86210

9621D

6210

26210

06210
68CTD

€8CTD
821N

8TV
L1219

VLTIV

89CTV
49210

L8ETD

€8ETD
CT8ETD
T8ETD

9LETD
SLETD
vLETD
ELETY
CTLETN

0LETD
69€TD

LOETY

S9ETY
79€TD
€9€TD

8GETD
LSETN
9GETD

€SETY
TSETN
TSETD
0SETD

8¥€TD
LYETD
9YETD

vveETD
EVETD
TYETY
Tven
oveTn
6EETD
8EETD
LEETD

SEETN

EEETD

TEETV
0EETD
62ETN

9%¥1D

SYPIV

L4495
(4445
9910

BEVTY
8EVTIN

9EVTD
SEPTD
veVIV
€EVIN

TEVIN
0€7TD
(1449

a4dal
9Zv1d
{445
i444%5)
€CV1D
[444%)

(515444
8T¥1D

SIPI0
14545
j845)
(45444

(545
60%1D

90¥1Nn
S0P

TOVTD
00%1D
66€TD

96€TN
76ETN
TBETY
T6ETN

88ETD

68710

69VTV
89%1D
L9V1D
99%1D

89710

98710

€SP0

TS%10
YOS¥1D

LyP1D

¢SSTD
TSST0
0SSTD
6%STD
8%STD

GCSTD

8TSTN

91G81D

€TSTD

T1S10
0TSTD
d60STV

9291H
S§291D

€291D
(44215

8191V

9091
$S091D

T091D

66STD

L6STY

SG6STD

831D

T8STD
T8S1D

LLSTD
9,510

6991V

L991D
9991H
S99TV
Y991V

2991D
T991D
09910
65910
85910

95910

0891D
67910

L%91D

S%91D

€¥91D
(4229
Y91V

SSLTV

¥SL1D

CS.L10

0SL1D
67LTV

V.i9L1D
LYLTD
9VL1D

¥Sv.L10
SYL1D

ozLIn

YTLID
€TLIN
CTLTD
TILTD
0TL1D
60.T0
80410

9010
SO0LTD
70L1D

669TD

2e8TD

81810
L1819

ST8TV
71810

18TV
0T8TV

608TV
80810

908TD
S08TN
70810
€081V
C08TY

88L1D

S8LTY

€8LTV

T8L1D
08LTV

LLL10

SL.TNn
YLLID

706TD

L6819
96819
S68T0
76810
€681D
26810

6881V

18810
98810
S88TV

€881

08810

81819

€981
298TD
19819

6581V

95819
SS8TD
7581V

T88TN
05819
6%81D
8781V

9%81D
S¥8T1D
¥¥810
€%81D

6€8TD
8€8TD

SEBTH
vestn

656TD

® LS61D
956TN
SS6TN

6761D

S¥61D

€¥610
(471

LT6TY
9z6TN
ST6TD
vC61D
€26T0
¢T6TD
261D

@® 60610
806TD

90619

920Td
§T0Td
¥202D

9102Nn

210D

0102
60029

S002Y

€002D

S6610

066TD
686TD
88610

86TV
08619

LLBTY

802D

LLoey
9,020

v.L02n
€L02D
2L0TD

0,02

8902n

$902D
79020
€902D

05020

8%02D
L¥02n

62029

® 9012D

@ S0T12D

L]

L]

@ <c2oten

@ T0T1Zd
00729

86020

96020
S6020

R LDWIDE

O

PROTEIN DATA BANK

W



4VTZ

=
—
@}
o
Q
~
>
—
<
g
g
j=}
[9p]
e
.8
=
g
G
>
<}
—
=
-
]
=
—
+—
[9p]
z
D
>
/M
A
ol
E
=

Page 45

evcen

152441

6ETTH

LETTD
9€TTO
SETTH
veeed
geeen
zeeen
T€TTO
0€2Td
622D

€2TTH
2eeTed

202ed
10220

L6Ten
96120
S6720

® 9812D

812D
® €812

€0€TH

TOETD
00€2ZH
6622D

8.Lcey
L.2Td
9,22

j2X44

[kad
| 2X443)

692CY

92TV

s9zen
%922

z9zen

VAZ44)

TLETD

@® 69ecV

LS€2Nn

§9€TD

vveen
€%€2D

veed
0%€TH
6EETH
8EETH
LEETD

EEETY

TEETH

8zeey
Lzeey

€CETH

v1€20

cgreen

8C¥TD
PX47249)
El4%74 4

134743

61720
18744
LT%2D
9T¥%2CD

€T¥TD
(4574414

60%2D

v0%2d
€0%20

Toven
00%2D

L6€TD
96€TD
S6€TO

€6ETY

T6€TH
06€2Nn

28€TH
18€CD
08€2ZD

8LETY

€LETD

£6¥ven
zeven
T6v2n

68%2H
88%CV

98%2H

£8%2D

6.2
8.2V

¥.¥2D

L9%2D
99%2D

£9%2CD

T9%2D

9S5%20

£i44)

[42i44)

0S¥%CV
677N

Elaa)
SY¥CO

{4444

LEVTN

vevey

99520

18520

S%92D

8€92D
Lgsen
9€S5TH
SESTH

Z2ESTH

0€STY
8zsen

pactay
92SCH

12520

9152H
v1592n
€T92D
21820
T182n

8092H

S0S2D

€092V

00s2n

%4

9192D

90920

70920

T092D
0092V
66S52D

L6SCD
9652n
S65CD

£6520

T6S20
0652V
683CY

189CY

4§892N

€892
28S¢H
1852D

€L92D

TLS2D

89520

9982V
v9sey

c9sen
1952V

65520

PAsE143)

fie-d

25920

05920
6%92n
8%920
Ly92n

S¥92D
¥¥92D
£¥92D
(42143

0%92H
6€9CY
8€9TH
LE92N

%€92d
€E9TH

T€92H

® 6292V
8292D
292D
929D

292D
£€29TH
22920

02920

8T9ZH
L1920

LELTD

S€LTD
veLTY

CTELTD

0€.L2D
62.L2D

6T.2D

L1.2D

0T.L2D

1042
9042
S0.L2V
v0.L2D
£0.L2D

T0.2D
00420

86920

96920

76929

88920
18920

7892n
£8920

18920
08920
6.L92Y
8.L92D

1082V

€6.TD

¥.LL2D
€LL20

S92V

09,20

SG.20

0§.2v
6%.2Y
8v.L2V
LY.

¥v.L2d
€7.L20

6€.L20
8ELTY

1982

85820

§G6820
%582

2582H
7882V
0882V

8%8¢H
Ly82n
9%82D
S¥8¢H
¥%82H
£782H
2v8TH

0%820
6€8TH
8E8TH

9€82N

¥€82H
£€8CH

1€829

£28TV
228TH

L182D

182D
71820
€182V

11829
0182y
6082V

@ €682

1682
68820

18820

5S ribosomal RNA

e Molecule 32

34%

52%

7%
8%

Chain BB

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 46

65V

99D

L]
5D
€SV

®
19D
08D

8y

ac

W
ovn

oo
)
(&

SEN

0€d
62y
820

€D

[l
e}
(]

5S ribosomal RNA

11%

T2
0zd
61D
81D

©
—
(&

<
—
=3

110
01D

LD

70

[49)
m

T0TD
00TV

D
o)
(]

96N
S$60
%60
€69

06Y

wn ©o
0 00
o S

0sn
6.0
8LV
.0

LD
LD
0L0
69D

e Molecule 32

35%

.w
<
<

53%

bl
k<]
o

7%

Chain DB

67D

<
s
o

wn
ovn

8€D

N~ 0 O
DD D
(SIS

SEN

0€d
62V
82D

® €Td

14
0zd

819D

91D

508 ribosomal protein L2

vin

10
01D
69

LD

0

™
©
o

[49)
m

611D

LT1D

ST1D

crin
TT1D

601D
801N

901D
® SOTvV

T0TD
00TV

o < W
D D N
T OO

—
(=23
o

06Y

S$8D

LD
TLD
0Ld
699

e Molecule 33

-
©
o

3%

22%

50%

26%

Chain BD

99a

€94
(428

633

1

STN

6€X
8€Y

9€d
SEN

[
®
(7]

o o
N @
Imml

~
N
=

Sl

*

0za

9T

€TH

T1d

64
8d

2!

[44

3

91T

ETTA

T1T1

80Td
L0TY

SOTI

T0Td

66d

L6X
96H

€6V
C61
164

98d
S8a
8k
€84

oo -
~®© o ®
=< <A

LLY

SLI
iZ5)

T
TLQ
0LM

893
194

[duat

86TN

96TA

041D

910

2918

85TV
LSTY

SST1

TGTH

99¢s

€924

0924
65CL

9529

STl
€52b

6%¢d
8¥%¢s

9¥ed
Ssved

ovey

8ETH

SETH

€ECH
ceed
TECH

8¢¢d

9TTN

4444

e Molecule 33

[9X4)

0L2I
6924
@ 89%d

508 ribosomal protein L2

3%

©
©
a

€94
(428

094
633
8SH

20%
|

AL
€94
[4:14
TSA
0SL
671

9%d
STN

© O
LRy
S

52%
wn ©
2

(4]

oed

*

9T

26%

(453
11d

®
A
X

5]
<

Chain DD
B

O

1=} 4
DBM
_
WDM
S N
LPN
==
=
o
ot
=

B



wwPDB X-ray Structure Validation Summary Report AV77

Page 47

3

9TTh

ETTA

1111

80Td
LOTY

70TA

1074

66d

L6&
96H

€6V
T61
164

L8N
98d
S8a
78k
€84

8V
08y
6.LA
8.3
LLY

SLI
¥.LD

T

o
55

893
194

[4vas

96TA

CLIX

3

SOTI

LSTH
9GTV

89¢YH

99Cs

€924

6GCL

962D

92l
€seh
[4:14L

6vcd
8%¢s

9ved

SETH

€ECH

0CCH

612d

L1724

ST2T
4540
€1ed

07Zd
602V
802x1
L02D

SozA

cLTY

e Molecule 34

0421
6924

508 ribosomal protein L3

5%

24%

51%

o n
el 2]
2% (=4

22%

Chain BE

29d
e 1%

® 6SA

SSN

Ny
T}
=4

[
[re)
=

o o
< 0
- o

870

il

+

§3
m X

© o
M o
Ii—‘ﬁh

©
0
o

o)
N
o

~
[
I'—"‘:

0
N
=

®
N
=

L
e

9TTA

€TTd

(9%)
60T

964
S61

z6l
T6A

184
98d
S8N
784

18I

o
)
(5]

[
©
~
=}

0
~
=

o o
= ~

89V

S9D
7ox
€91

S6TT

68Td
88TA

¥8TA

811
081N

3

vL1a
ELTA

0LTT

70TV

T0TL

e Molecule 34

6674
86TA

508 ribosomal protein L3

24%

54%

7%
19%

Chain DE

281
T84
08D
671
8vd
LA

32!

6ed
® 8€l

Sed

ced

629
8Ty
121

ScA

0
0
=

€CA

¥II
€14
CrL
TTH
01D

© 0 o
o x>

[ ]
VI
€D
(&8

[4q %S

964
S61
64

26l
T6A

98d

s
0
124

)
<]
[=]

18I
08d

8.1

SLA
YLd
€.L4

0LY

o
89V

68Td
88TA

¥8TA

1811
08TN

9LTI

vL1a
ELIA

L9TA
9911
S9TA

€973
(4224 )
191D

6GTH
8STD

9GTH
SGTH

€810
[4:198
TSTA

6714

97Tl
STTH

EVIN
(445
157458

8€Td
LETH
9eTYd
SETH

9¢1d

50S ribosomal protein L4

e ¥0zTvV

66TY
@® 86TA

e Molecule 35

96TA
S6TT
v61D

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 48

10%

18%

53%

25%

Chain BF

3

88V
LSA

- o <
w0 iafto
B o

9Ty

o = ~
o 0o ©
< A S

vC11

(4458

0T

80TH
LOTX

SOTA

€0TX
2¢0Td
TO0T1

~
o
>

SLH

T
LD
0LL
69H

€94
c9d

€6TA

YYIN

{44708
15421

6€Td
8ETHd

YETD

CETA

6214
@ 8C1V

o
Le582
R
e Molecule 35

9CTA
SCT11

70CN
€0zh
cocd
T0ZA

508 ribosomal protein L4

X

(o))

—

X

©

n

R

m

o~
X
o
—

=

)

o=

<

-~

o

o
o
>

oo
w0
<

- N < w0 N~
w0 w0 3\1’: w0
B o =

6%Y

N
< &
O B

il

g3
S

-
a4
=

@
[}
=

®
©
o
=

<
s}
IBI

®

[
[
(=}

©
N
<

{444
1544

@ 614
[

114
91D
STS

€18
TIA

01d
61

€4

Y11

(4458

0T

SOTA
€0TH
2¢01d
T0T1

LBA

S64
v6d
€634
zéd
16D
064

~
el
o

T8d
08v

SLH

[k
TLD
0LL
69H

€9TA
2911

{4478

508 ribosomal protein L5

e Molecule 36

20%

58%

45%

20%

Chain BG

[

[
o
=%

864

[
¢
0
3

LN
N o
o o
E]

< 0 © 0
0 © 0 0
x O H O

®
-
@
.

oo
© N~ 0o
NS~
nH®v=

®
N~
<

cLd

—
~
=

69V
89d

S9D
7oL
€91

TETA

121D
9z1a
S2Td
1S
E€TIN

508 ribosomal protein L5

e Molecule 36

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 49

49%

19%

58%

20%

Chain DG

@ 6S3

~
)
<

0
0
B4

94

N M
0
H 3

© —
S 2

o
as
=

~
%)
=

(ol
M m o
B> A

© N~
N
o=>

(058

LT
o
SA

o

o

=
IBI

€61

68D

8%

L]
BLN
8.Ls

® LLI

1814

TGTV
6VTA
8VIN

e L¥id
® 971X

j4428

@ <T¥id
e T¥v1d

6ETT
® StE1d
® LETH

® SETT
® %EID

® CEIN
® T€IX

508 ribosomal protein L6

e Molecule 37

4%

11%

17%

41%

M WO~ o S o~ I
RS M oMM oMo
R R R

-~ o < jo
@ D O o
o O > =

27%

Chain BH

99
& >

99D
SOH

(428
654
S6d
4L

foisic
ZSA

0GA

STA

ova

—
N
A

ogy
6TA
814
LTA
9TS

€14

9114
STTA

c¢11d

60T

90TL

18T

S8y
¥8s
€84

08S
6.LA

LI

LN
€LV

694
891

TLTT

69TA

991D

508 ribosomal protein L6

e Molecule 37

X
—
—
.
X
o
—
X
N
<

X

=Y IS

Ng©
o
=
o=
o]
S

(428

654

S6d
VAL
€94

g 2B 3
B = e >

EVA

® Soi
e ¥TA

o O o W0 N~ ~
N~ 0 0 00 0 0 D
- n -0 = ©

8¢1d

STTA

® €214
(44 A%

b

9114
@ STIA

® <Clid

® 6074

® 9071

£69

© I~
~ S
> X

TLN
€LY

694
891
191
999
S9H

TL11

69TA

973

50S ribosomal protein 1.9

e Molecule 38

21%

53%

24%
22%

Chain BI

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 50

794

LS4
98)
SSY
st
€SV

T8I
0y

8vd

i
SPY
44!

3
)

ced
TeT

TH

® LTIA
9CTA

a5}
€211

® 121X
8TTA
4173

i42%8
€11y

e 0T1a

010
€0TY
20Ts

oo
0L ON~®OO O N ©
~NNNKK©®©Q ®
=B H oA o~ =

50S ribosomal protein L9

YETd

e Molecule 38

CETd
TETA
0ETA

23%

o
)
I"‘:

49%

47%

. 24%
99
= >

Chain DI

LS4
954

S0

TSI

N~
<
=

< 0 ©
< &
I.-.‘==<

®

[ ¥
o9
< B |

LEA
9EV
SET

ey
zed
1e1

6CA

44

® %0Td

20Ts
@ 1071
@ 007V

86V

N
o
I>

T8A

® 6.1

LLT
9LL

508 ribosomal protein L13

e Molecule 39

27%

54%

15%

6%

Chain BN:

198

694

7SA
€GA

o
0w
B>

o)
<
o

~
<
<

[
0 ©
& &
.z>

o o
e

8€H

~
"
E4

©
[}
o

N
® ©
B

TEeV

E€TTD

T11d

60T

L0TT

Séd
¥6H
€61

161
06
683
884

S81

LLD

CTLK
TLI

508 ribosomal protein L13

e ¥ENW
€ET

€70

e Molecule 39

9¢1d
STTD

€CTA
(4498

26%

-
)
79

52%

6%
18%

Chain DN

1948

6393

N o S
0 O W0
===

O N
& & <
=5 <

~ o
m +
£ [

€e1
CeL
TEV
0eT

8Tl
Lev
921

144
€e1
cclL
e
0zd

8TV

€CTA
(4478

6174

L1174

STTY

E€TTD

TT1d

601X
80Td

S6d
¥6H
£6.L

161
06
683

wn © ool
0 0
oA 5

LLD

TLA
TLI
0L%
690
e 894

R LDWIDE

O

PROTEIN DATA BANK

W



Page 51 wwPDB X-ray Structure Validation Summary Report

4VTZ

° e o o ()
w0 © N
IS @00
o = S
[ o=ocx

e Molecule 40: 508 ribosomal protein L14

. -
Chain BO: 32% 52% 15% :
— N m < WM~ — s Beall o N 0 oM o M oM < S 0 w0 w0 © © O O QO ©
= HOQA H > AW = <@ XHS o 0 << X = (=) = L2 J=— - & X o < >>>m x

II BB -B-B.-B ..
0 o O o o o0 0 O N~ 0 o o I~ o o OO oo ~ ~ — [ sl
0 O~ N~ 0 @ 00 00 0 (o) o () — o o — — — —
M oH X A << S HHZ= o4 [ ~ =% < [ 59 E4 =0 =>4
e Molecule 40: 50S ribosomal protein L14
3 S
Chain DO: 29% 54% 16% :
oo ~ 0 O O N~ o qu‘lwls ol ¢ v © o vaon#wa
N m < OMN~0W — o o - N oN o o o M m < <+ S wn w0 W w0 O © © © ©
=HOoOao B> A ms> = < @ H - = (=) = B m o = [Z53) = < >>5>m
~ oM S WO~ — (3] w ©o o — N
Moo - Nm oo OIS0 0N~ 00O A om olBlo S S oo pu e A PSIRN]
© O NN~ N~ 00 o 0 0 00 00 (oK) [} [} ~ o o o — — o — o
4 HX Ao = a <I>HHZID-—1 2% o~ 29 < @A 1<) E4 = n 29 =4
e Molecule 41: 50S ribosomal protein L15
7%
Chain BP: " 11% 39% 35% 2% .
- -N h-KWIDMQID : o B ¢ :
0 O N~ ~— ~ o N o NN o oM < < < n
(== << £ AT (L=~ 4 = £ o 4 a ~
[ ) [ ] [ ] [ ] [ X ] [ ]
o 0 o O 2] ©0 N~ o
(3] © [+) o - N m [ =) N oM © [+e] o M O N~ (2] o o o O — — - - N
© © © Il N et N~ 00 0 00 () [*¢) o O [© 3] () — o ral — o ~

(] e 0
N @ W OO L2 ~ =] o Sl 0 @
ISR SRS N M) ® o 2] < < Sl < <
B R e e R IRy e o - - ~ -
[ R wn < X < O [ A =]

e Molecule 41: 508 ribosomal protein L15
15%
Chain DP: Taome 42% 33% 2% -

3
~
© <] N M © I~ [
) Q @ D 0 D O )
= 8 e l-“LI.-.‘.

G26 @
H27 @
G28
T30
K36

Q68
Q70
V71
G109
G118 @
A120 @

[}
©
a

N =]
~N NS ~ ©
D-Gl-ﬂ.ﬂ:*

WO RLDWIDE

eP

PROTEIN DATA BANK



Page 52 wwPDB X-ray Structure Validation Summary Report AV77

o006 o ° (] (N )
N <+ w0 © © o o 0 N~ o o w o
N Ad NN ® oo 0non < < Sl < <
B R Rl IR e PR R T - ~ -
A X > ST ©n < 3 E < © [ o =)

e Molecule 42: 508 ribosomal protein L.16
6%
. _
Chain BQ: 24% 48% 22% -

e oo
N® WO~ 0RO o @ NM Y WO ®0e - aN®TWwor ol n © N~ oo
© P R R ] NN N@®OO®O®MO|onmnonst S S SS s S W0w 0 10 0 1g Q
= cCoRU XD < LR} LS ASNBAsAdASEABE<ooHE B /o e
o
(== < w0 >~ (3 < O N~ 0O [\ wn
wilo oo olmn [ o < W0 © [} - o < I~ o O OO o o o o - - - AN N
© o~ ~ENKENSNN®Q®O D 0 0@ © DDOD DB o payl = pepapapagnh bl B
B HEA ARBENMXA P> T X TS MG >> >KAOm>=LME <> <=Em<amH mEA
o0 oo0o
o O o < © N O
N N M M oo & «
o RIBKY | B R R
X B meAa< m<o
e Molecule 42: 508 ribosomal protein L16
11%
Chain DQ: 23% 50% 21% -
(] o oo
3] < © © (=) o © o) [ S T ~ [0} = < © o o © N~ o o
©Q B BRI AAANNNND@DOMOHMMM®OS S S S S S S o 0 1o i8] C §8) o
= (=] [ERCHRENCE TR TovANEERBA AR dIMARERABE<IOOHE > o= T
(N N N ) o o000
O+ ANMmY W >~ [ o < 0N~ 0o o w0
0 N~ o olm 1) ~ 00 -~ <+ W0 © o -~ o - [N sNeReleNe e} o o — - - NN N
©OQLor N~ENKENSS © 0 0 00 © DO D DB pay - pageo papa e ) B
mH R A A e A > TN TN S MG >> BNMAO®>ELME <> HMEg<=PM<dmH =N&AJ
LN
0 O o < © N O
SIS M omooilo$ s
o B IR R I
2B ErA< H<o
e Molecule 43: 50S ribosomal protein L17
2%
Chain BR: 20% 53% 23% .
(]
HANMTON0NO dN® Y[ © Olm ¢ VN0 DO N ™ ©N 0RO - IN MW o N
[} ON@QO o o d o AN NN N R W N N R RS R TS RS- VR el i) re] ©
= nUoEXdEERInnERd< SRS oK B O EHRBPEHBE>AX M@ Sm>AEd DA< a <
(]
O N~0»Oo— N w
© ~ o o~ < © 0 oM ¥ wv ~ [ % =3 o < W © N~ 0 SO0 OHHH —
©O KEENESENEENNE®D 00 0®R00Q0RDNDDD D QD 0 I e -
5 JdoAEKHASEXAL H<Aa@>EAcRe0B>EBbr>Aa TAav << (=]

e Molecule 43: 508 ribosomal protein L17
3%
. _
Chain DR: 23% 52% 21% -

(]
w0 ~ 2] © N~ © OO [ ] © 00 [ — ] n [ =
for) © g 0 o Mmoo S § & d 0D WwwWw W 0 © © ©
o 0n v E X 0 A< BB S AN m OE> AHDAa< ALl <

WO RLDWIDE

eP

PROTEIN DATA BANK

— N = oo oo™ ¢ v
— o o NN N o0 m oM m
=& 0 == BoEH B



Page 53

wwPDB X-ray Structure Validation Summary Report

4VTZ

[ ] (]
O~ Oo — N w0
© © N~ >~ ~ ~ 0 0 0 0 0 0 0 O (2] o [N o —
= = [=] - ES [Zy=) H < A > =4 o > [ VAU <A A< =]
e Molecule 44: 508 ribosomal protein L18
17%
Chain BS: "10% 47% 29% 12%
® o [ ] o [ ] (X J [N X}
~ - N o NN a N M m o 2z} m Mo S & < & 0w Www w
" B4 C oA - 0 ] ==} < OHHAAMX = =0 nn <
(] [ ] o O [ ] (N ]
o < w0 ©
- oM w0 O N 0o — © [J M $F W o w © 0 o O o o =
©0 © © © © QY YO N~ ~ ~ 0 0 0 D O [ oo, - — —
e Molecule 44: 508 ribosomal protein 118
29%
Chain DS: ™ o% 48% 29% ~ 12%
[ ] [ X J [ X J LN ) LN ) 0000000 000000
o o NS © N~ o — N < OO~ NMm<H © N~ DO = Nm w
o O oA - 0 L2} ==} < OHHAAMMX = e s wn < wnn <
() [ ] [ ) [ ] (N ]
. : 52gac
—- N M 0N~ 0D — < v o wn © 0 o O o O =3
©0 © © © © Y © © N~ 0 [ o] oo - — i
R P xmOo> o o> S A == ] o< o
e Molecule 45: 508 ribosomal protein L.19
6%
Chain BT: 14% 42% 29% 5% 10%
[N X ] [ ] (X )
— wn 0 i — — N oN o NN 0 m ) 0 < Sy < < w wn W wn
= < X = - A e o == = n o ~ e o 2% = > Hoe o S
[ ] [ ]
o - N n © (2] [} N~ o0 OO
— o © N~ o oo © [ ) 0 © N~ [} — N M © I~ o oo o o o - - - A
©0 © © © O © ~ ~ N~ Il 0 00 © QO [oNe) o — — ~ o o
27 = =0 >0 - =9 ==} HIMHQI>IC§UB‘:IM<I>‘I&H - 0 = £ [= -]
[ )
o D O
NN N m
SSmgd 8 8
o oo <
e Molecule 45: 508 ribosomal protein L.19
12%
Chain DT: 14% 2% 29% 5%  10%
o0 [ ] [ ] ® 000 o000 [ ]
— wn © o O oN 0 N~ o N~ o O ] n © w O N M © N~
= << i =] = ; A o (& = > = n (&) = o | H > H oo O m
(] [ ] (]
. I -I I .MN ages : 22E:
— N © N~ [oNe) o~ O N~ (v} n © () - N m © o o o o o o ~ ~— o
©0 © © © O N~ ~ N~ o~ (o] 0 (<] a O] [} o — - — — —
[ =0 S > - oAy =] XA = - ~ oA n /o i [=N-4 ~

WO RLDWIDE

eP

PROTEIN DATA BANK

G6o ©

I121

T60

I121



wwPDB X-ray Structure Validation Summary Report AV77

Page 54

TETV
0ETY
6274

9TV

¥c1a
€TTH

e Molecule 46: 508 ribosomal protein .20

15%

54%

28%

5%

Chain BU: ™

[}
©
=1

™
©
=

091

94d

45!
€94
[4:1:s

6VH

LYK

€¥D

ced
Tes

1

LT
9Ty
Sch
42N

ey
ey

6T
811
LTI

STH
YTH

[4x:1

ow
€4

=]
N
—
=
o
)
+—
[}
—
[oF
j—
=
@}
0
e}
Q0
o
—~
95
=
1O
=)
<t
L
—
=
]
<]
—
=
[ ]

9LK
SLN

16%

53%

29%

X
<
—

Chain DU:

™
©
I>

091

894
184
95d

vau
€94
[4cts
e

67H

LYK

SVA

€¥D

ovd
6€T

[
2}
<

vex
eeyd
ced

628

121

YIH

(4%

L1T0

3

® €IV
[43%:8

® OTTA

9074

3

1074

L6d
96V

by
2}
=

98V

€81

3]
o<}
o

T8H

0000
0 © ~
SN~
== 0

e Molecule 47: 508 ribosomal protein L21

°
™
~
(&

LD
0.4

89V
L9V

S9I

5%

37%

®
2

49%

Te} ~ =
3] o N
I‘-‘IQIQ‘1

9%
10%

Chain BV:

€90

TOA

SSY
%50

6L

$332¢8
gl-'-'l ==

6€T

< 0 N~
M M %)
MAI>I

EEA

]
[l
=

o
(3]
=

119
91d

YIA

CTA

(U158

- < tDI\-
= - X

0
0
53

T84

© o o
SIE S~
X x>

S.4

N
~
£

6934

°
19D

S9D

e Molecule 47: 50S ribosomal protein L21

BN

n

R

~

m

X

o

n
x
0
—

BN

(o)}

=

!

<

S

(@]
(@]
—
a
or—
O
+~
o
—
o
—
£
o
R
o
Q
o=
—
N
o
Yo
0
<t
(]
—
=
ofiEMl O
199 <
-
599 M
[ ]

(3]
©
o

26%

49%

24%

Chain BW:

R LDWIDE

O

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 55

C9H

SSY
214

19T
0SA
6%

=3 oW~
& S IRER
= S = > >

8EA

9€1
SE€I
PeN

ogd
621

Led

1
€21

TCA
0ZA

o
oo}
|

814

€18
(438
17y

64
84

SY
28

4c

o
o)
I‘I

064

2
0
<

~
ks
A

S8A

()
~
(&

YLV
eLY
TLA
TLA

@
©
=}

by
©
=

e Molecule 48: 50S ribosomal protein L.22

22%

52%

23%

2%

Chain DW:

SV
7SV

0SA
6%
Lid
LYA

07N

8€X
LeY
9€T

PEN
eed
cev
€4

621
8¢S

*

¥Z1
€21

Tea
0ZA

8TH
LTA

€18
(498
12!

64
84

SY
2!

ca

184

S8A
it

3

61D

9LA

YLy
eLy
LN
TLA
0LA

190
994

TOW

e Molecule 49: 508 ribosomal protein 123

C9H

5%

32%

46%

14%

4%

Chain BX:

199

6SA

9GL

SN

€94
CSA

08y

8
Lvd
oY

vva
€7A

YN
(072’8

ced
TEH

~
[
o

62TM
824

©
N
>

€cd

S61

€64
261
e 16V

S8d

€8A

081

e
©
=3

€94

e Molecule 49: 508 ribosomal protein .23

6%

34%

45%

®
N
2]

11%

4%

Chain DX:

6SA

9GL
SN

€94
CSA

08y

8
Lvd
oY

vva
EVA
(44

(072’8

zed
® TEH

62ZM
824

® 9Ci

(U43)

©
—
>

X
{eo]
X
<
m
LA
3671
[ wen
€63
261
6V <
[a\|
—
180 g
S X
o =
b
€8 oF
—
mam =
081 =
@]
R
o
° Q
-
=
0 2
S Qs
| Te] <
—
@)
o1 R
) ..
—
= >
9 aa)]
793 Is) R=
£93% M .mha
Bl . S

094

96d
SSGA
25

[4:15

0y

oPd
SPA
429

70
ova

LEA
9EY

® 0€A
624

9K

€cH
[44))

0CA

819D

~
—
©n

)
=
=

el
el
=

o < (9}

S63%

€69
26N
164

88
184
984

§I

€81
28d

6.0

v.Ld
€L
TLA
TN

e Molecule 50: 508 ribosomal protein 124

89H

€934

D E

O

R L DWI
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report AV77

Page 56

X

[oe]

R

n

X

N

m

R

<

<
R
n
o

X

~N

—

=

o=

<

mmw

094

9Gd

e v
€9d
® 1SS

@ 0SY

LX) (X ]
12% .

oPN
SPA
{429

g
=

70

$
5

LEA
9EY

vEN

o
el
o,

=3
N O
[‘J>I

® 0 ©
] [
~ T X

Texn

o
)
I>-

81D
LTS

STA

ETA

()
—
o=
X © A

o
o<
=N

14%

P
Lowed
€60
o 6N L
163 .%Au S
° —
o 88l
P §=
e 984 ..ol.,w
e g8n o
84 b
€8l (oF
z8d —
B :
6.0 @]
® %
o
e
.-
r 3
s
o ©ud wn N
€Ld =) o~
zLA L0
T3 ERR
. - -
89H i) &
=
13) aa)]
= s
o o
£9% M <
i S
° ° O

TLA
047
691

590

472

2

w1
ova
B6EA

LEA

ged
TeN
€e1
CEH
Ted
0EN
6CA
8T

92H

811

)
=
o,

S ol
= /|

o
b

s
~

o
I>-

TTIA
011D
60TV
80Td

€01y
2oT1
T0Td
00TA
664
86

S6d
764

268

06A

© O
0
Ih‘h‘

G8H
v8d

I

084

d
~
£

< W~
gl
> A

cLd

00
10 68~
© 88 o
— [ -
- A

Vo1V

291d
T9TA

8SGTd

9GTH
SSGT1
7310

[4<144

50S ribosomal protein 125

e Molecule 51

. 14%

14%

48%

22%

12%

Chain DZ

TLA
041
69L

590
790
€90a

691
8SGA
LSI
9GA
SSH
YSH
€91

811
STd

%

o < 0 2
S = S8

9€Td

¥e1d
€ETI

0€Td

8CTA

9CTA
SCT1
jZ49"
€e1a
[44%'8

6113

L1171

ST1D

TTTA
011D

80Td

L

€0TY
2011
107d
00TA

664

S6d
v6d

26S

06A

[
[}
28

LN )
®
o
i3

o)
«Q
£

S~ 0 o o <
E KEBR @
= ax 7]

¢

O

R LDWIDE
PROTEIN DATA BANK

W



Page 57

wwPDB X-ray Structure Validation Summary Report

477

4 Data and refinement statistics (i)

Property Value Source
Space group P 212121 Depositor
Cell constants 207.32A  437.99A 614.66A .
Depositor
a, b, c, a, B, 90.00° 90.00° 90.00°
. 48.97 — 3.10 Depositor
Resolution (4) 4897 — 3.10 EDS
% Data completeness (Not available) (48.97-3.10) Depositor
(in resolution range) 91.4 (48.97-3.10) EDS
Rinerge 0.18 Depositor
Reym (Not available) Depositor
<I/o(I)>" 1.30 (at 3.12A) Xtriage
Refinement program PHENIX Depositor
R R 0.246 , 0.284 Depositor
) Thfree 0.242 | 0.280 DCC
Rree test set 45921 reflections (5.02%) wwPDB-VP
Wilson B-factor (A?) 88.4 Xtriage
Anisotropy 0.168 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.26 , 97.4 EDS
L-test for twinning? <I|L| > =044, < [?> =026 | Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.90 EDS
Total number of atoms 278037 wwPDB-VP
Average B, all atoms (A?) 110.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 1.68% 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.

WO RLDWIDE

PROTEIN DATA BANK


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

Page 58 wwPDB X-ray Structure Validation Summary Report AVTYZ

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: K,
MG, TEL, 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 47| >5 RMSZ 4 Z| >5
1 AA 0.54 2/36190 (0.0%) 0.91 51/56486 (0.1%)
1 CA 0.52 2/36190 (0.0%) 0.92 61/56486 (0.1%)
2 AB 0.28 0/1936 0.49 0/2611
2 CB 0.28 0/1936 0.48 0/2611
3 AC 0.27 0/1637 0.45 0/2207
3 CC 0.27 0/1637 0.44 0/2207
4 AD 0.32 0/1733 0.54 0/2318
4 CD 0.34 0/1733 0.55 0/2318
5 AE 0.36 0/1163 0.55 0/1566
5 CE 0.34 0/1163 0.55 0/1566
6 AF 0.35 0/856 0.57 0/1154
6 CF 0.35 0/856 0.56 0/1154
7 AG 0.26 0/1276 0.43 0/1709
7 CG 0.26 0/1276 0.43 0/1709
8 AH 0.36 0/1136 0.56 0/1527
8 CH 0.35 0/1136 0.56 0/1527
9 Al 0.28 0/1028 0.44 0/1375
9 CI 0.28 0/1028 0.44 0/1375
10 AlJ 0.27 0/808 0.48 0/1087
10 CJ 0.27 0/808 0.48 0/1087
11 AK 0.34 0/900 0.55 0/1213
11 CK 0.33 0/900 0.55 0/1213
12 AL 0.40 0/987 0.65 0/1322
12 CL 0.40 0/987 0.66 0/1322
13 AM 0.28 0/928 0.48 0/1238
13 CM 0.28 0/928 0.48 0/1238
14 AN 0.28 0/501 0.46 0/664
14 CN 0.29 0/501 0.46 0/664
15 AO 0.35 0/745 0.55 0/992
15 CO 0.34 0/745 0.54 0/992
16 AP 0.34 0/717 0.55 0/965
16 CPp 0.34 0/717 0.56 0/965
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. Bond lengths Bond angles

Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
17 AQ 0.35 0/837 0.56 0/1119
17 CQ 0.35 0/837 0.55 0/1119
18 AR 0.35 0/579 0.57 0/768
18 CR 0.34 0/579 0.57 0/768
19 AS 0.28 0/643 0.45 0/867
19 CS 0.29 0/643 0.45 0/867
20 AT 0.34 0/765 0.53 0/1007
20 CT 0.34 0/765 0.54 0/1007
21 AU 0.26 0/213 0.42 0/279
21 CU 0.28 0/213 0.43 0/279
22 BO 0.60 0/658 0.75 0/878
22 DO 0.54 0/658 0.73 0/878
23 B1 0.69 0/700 0.97 0/931
23 D1 0.61 0/700 0.92 1/931 (0.1%)
24 B2 0.61 0/423 0.92 1/560 (0.2%)
24 D2 0.55 0/423 0.88 1/560 (0.2%)
25 B3 0.62 0/473 0.71 0/636
25 D3 0.45 0/473 0.66 0/636
26 B4 0.26 0/156 0.53 0/215
26 D4 0.28 0/156 0.52 0/215
27 B5 0.83 2/473 (0.4%) 1.04 3/639 (0.5%)
27 D5 0.67 0/473 1.01 3/639 (0.5%)
28 B6 0.73 0/387 0.91 2/517 (0.4%)
28 D6 0.60 0/387 0.85 1/517 (0.2%)
29 B7 0.67 0/427 0.83 0/563
29 D7 0.61 0/427 0.81 0/563
30 B8 0.72 0/516 0.98 1/681 (0.1%)
30 D8 0.61 0/516 0.94 1/681 (0.1%)
31 BA 1.17 111/65745 (0.2%) 1.49 | 1343/102639 (1.3%)
31 DA 0.89 28/65745 (0.0%) 1.45 | 1209/102639 (1.2%)
32 BB 0.87 0/2853 1.26 35/4451 (0.8%)
32 DB 0.63 0/2853 1.18 25/4451 (0.6%)
33 BD 0.63 0/2155 0.85 3/2907 (0.1%)
33 DD 0.58 0/2155 0.82 2/2907 (0.1%)
34 BE 0.69 0/1597 0.87 2/2155 (0.1%)
34 DE 0.58 0/1597 0.83 0/2155
35 BF 0.65 2/1659 (0.1%) 0.77 0/2246
35 DF 0.53 1/1659 (0.1%) 0.74 0/2246
36 BG 0.37 0/1498 0.61 1/2013 (0.0%)
36 DG 0.35 0/1498 0.59 1/2013 (0.0%)
37 BH 0.57 0/1246 0.71 0/1684
37 DH 0.41 0/1246 0.66 0/1684
38 BI 0.40 0/1147 0.65 0/1553

$roe
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
38 | DI | 0.43 0/1147 0.66 1/1553 (0.1%)
390 | BN | 0.71 0/1132 0.83 0/1527
30 | DN | 0.56 0/1132 0.76 0/1527
10 | BO | 062 0,943 0.74 0,/1269
10 | DO | 053 0,943 0.73 0/1269
i | BP | 065 0/1131 0.98 5/1504 (0.3%)
i1 | DP | 0.56 0/1131 0.94 4/1504 (0.3%)
2 | BQ | 066 0/1100 0.80 1/1470 (0.1%)
2 | DQ | 055 0/1100 0.74 0/1470
43 | BR | 0.69 0/974 0.82 1/1302 (0.1%)
43 | DR | 057 0/974 0.80 2/1302 (0.2%)
4 | BS | 052 0/779 0.75 0/1038
4 | DS | 043 0,779 0.72 0/1038
5 | BT | 058 0/1114 0.82 0,/1488
5 | DT | 052 0/1114 0.79 0,/1488
46 | BU | 0.70 0/975 0.80 2/1297 (0.2%)
46 | DU | 0.56 0/975 0.74 1/1297 (0.1%)
47 | BV | 0.69 0,789 0.89 0/1054
7 | DV | 0.54 0,789 0.84 1/1054 (0.1%)
8 | BW | 0.76 0/907 0.91 1/1216 (0.1%)
18 | DW | 061 0/907 0.88 0/1216
19 | BX | 072 0,740 0.92 0/995
19 | DX | 063 0,740 0.90 0/995
50 | BY | 0.65 0,789 0.86 0/1053
50 | DY | 0.53 0,789 0.81 0/1053
51 | BZ | 0.6 0,/1436 0.62 1/1951 (0.1%)
51 | DZ | 0.40 0,/1436 0.61 1/1951 (0.1%)
All | Al | 0.79 | 148/301000 (0.0%) | 1.17 | 2768/449812 (0.6%)

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

1 CA 1 0
22 BO 0 1
22 DO 0 1
23 B1 0 1
23 D1 0 1
24 B2 0 1
24 D2 0 1

Continued on next page...



Page 61

wwPDB X-ray Structure Validation Summary Report

477

Continued from previous page...

Mol | Chain | #Chirality outliers | #Planarity outliers
27 B5 0 1
27 D5 0 1
31 BA 18 0
31 DA 18 0
33 BD 0 4
33 DD 0 2
34 BE 0 2
34 DE 0 2
37 BH 0 1
37 DH 0 1
41 BP 0 5
41 DP 0 3
42 BQ 0 1
42 DQ 0 1
43 BR 0 1
43 DR 0 1
45 BT 0 1
45 DT 0 1
47 BV 0 1
47 DV 0 2
49 BX 0 2
49 DX 0 3
All All 37 42

The worst 5 of 148 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
31 BA 1142(A) A N9-C4 | -11.15 1.31 1.37
31 BA 783 A N9-C4 | -10.64 1.31 1.37
31 BA 669 G C4’-C3’ | -10.15 1.42 1.53
31 BA 774 A N9-C4 | -9.61 1.32 1.37
31 DA 1142(A) A N9-C4 | -9.23 1.32 1.37

The worst 5 of 2768 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
1 AA 25 A C8-N9-C4 | -18.55 98.38 105.80
1 AA 29 A N7-C8-N9 | 17.45 122.53 113.80
31 BA |1332| G | N3-C4-C5 | 16.73 136.96 128.60
31 BA 1332 G N3-C4-N9 | -16.73 115.96 126.00
31 BA 814 C C6-N1-C2 | 15.82 126.63 120.30
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5 of 37 chirality outliers are listed below:

Mol | Chain | Res | Type Atom
31 BA 472 A c3’
31 BA 669 G C47,C3,C1’
31 BA 945 A Cr
31 BA 1300 U C4,C3’
31 BA 1379 A Cr

5 of 42 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
22 BO 11 | ARG | Peptide
23 B1 30 | VAL | Peptide
24 B2 54 LYS | Peptide
27 B5 51 | TYR | Peptide
33 BD 47 | GLY | Peptide

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 32329 0 16318 2214 12
1 CA 32329 0 16318 2202 2
2 AB 1901 0 1951 203 0
2 CB 1901 0 1951 204 0
3 AC 1613 0 1677 143 0
3 CC 1613 0 1677 145 0
4 AD 1703 0 1763 229 0
4 CD 1703 0 1764 232 0
5 AE 1147 0 1207 126 0
) CE 1147 0 1207 145 0
6 AF 843 0 857 116 0
6 CF 843 0 857 125 0
7 AG 1257 0 1296 77 0
7 CG 1257 0 1296 81 0
8 AH 1116 0 1177 144 0
8 CH 1116 0 1177 137 0
9 Al 1011 0 1042 112 0
9 CI 1011 0 1042 107 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
10 AJ 795 0 840 102 0
10 CJ 795 0 840 105 0
11 AK 885 0 904 109 0
11 CK 885 0 904 116 0
12 AL 971 0 1057 136 0
12 CL 971 0 1057 131 0
13 AM 921 0 976 97 0
13 CM 921 0 976 91 0
14 AN 492 0 0932 46 0
14 CN 492 0 529 49 0
15 AO 734 0 771 81 0
15 CcO 734 0 771 79 0
16 AP 701 0 720 103 0
16 CPp 701 0 720 110 0
17 AQ 824 0 891 81 0
17 CQ 824 0 891 78 0
18 AR 074 0 644 86 0
18 CR o974 0 644 86 0
19 AS 630 0 652 53 0
19 CS 630 0 652 50 0
20 AT 763 0 861 93 0
20 CT 763 0 861 94 0
21 AU 209 0 221 14 0
21 CU 209 0 221 12 0
22 BO 650 0 654 90 0
22 DO 650 0 654 95 0
23 B1 693 0 764 149 0
23 D1 693 0 764 156 0
24 B2 421 0 461 141 0
24 D2 421 0 461 136 0
25 B3 468 0 923 47 0
25 D3 468 0 523 70 0
26 B4 157 0 69 7 0
26 D4 157 0 69 8 0
27 B5 459 0 480 100 0
27 D5 459 0 480 100 0
28 B6 381 0 390 102 0
28 D6 381 0 390 95 0
29 B7 419 0 467 54 0
29 D7 419 0 467 57 0
30 B8 508 0 576 156 0
30 D8 508 0 076 151 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
31 BA 58698 0 29589 4119 0
31 DA 58698 0 29591 4387 0
32 BB 2551 0 1295 239 0
32 DB 2551 0 1295 231 0
33 BD 2105 0 2182 402 0
33 DD 2105 0 2182 406 0
34 BE 1564 0 1629 278 0
34 DE 1564 0 1629 278 0
35 BF 1624 0 1677 214 0
35 DF 1624 0 1677 209 0
36 BG 1474 0 1534 220 0
36 DG 1474 0 1534 223 0
37 BH 1223 0 1282 170 0
37 DH 1223 0 1282 162 0
38 BI 1132 0 1218 167 2
38 DI 1132 0 1218 158 12
39 BN 1105 0 1180 231 0
39 DN 1105 0 1180 231 0
40 BO 933 0 996 138 0
40 DO 933 0 996 133 0
41 BP 1114 0 1187 372 0
41 DP 1114 0 1187 345 0
42 BQ 1080 0 1127 195 0
42 DQ 1080 0 1127 195 0
43 BR 960 0 1021 136 0
43 DR 960 0 1021 146 0
44 BS 771 0 832 166 0
44 DS 771 0 832 172 0
45 BT 1100 0 1164 210 0
45 DT 1100 0 1164 213 0
46 BU 958 0 1015 171 0
46 DU 958 0 1015 177 0
47 BV 779 0 851 265 0
47 DV 779 0 851 258 0
48 BW 896 0 953 110 0
48 DW 896 0 953 128 0
49 BX 726 0 778 203 0
49 DX 726 0 7T 199 0
20 BY 776 0 870 193 0
50 DY 776 0 870 191 0
51 BZ 1404 0 1432 190 0
51 DZ 1404 0 1432 196 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
52 AA 52 0 0 0 0
52 BO 1 0 0 0 0
92 B1 1 0 0 0 0
92 B5 2 0 0 0 0
52 B7 0 0 0 0
52 BA 360 0 0 0 0
52 BB 7 0 0 0 0
52 BD 2 0 0 0 0
92 BF 1 0 0 0 0
92 BP 3 0 0 0 0
52 BQ 2 0 0 0 0
52 BR 1 0 0 0 0
52 BU 1 0 0 0 0
52 BX 1 0 0 0 0
52 CA 20 0 0 0 0
92 D5 1 0 0 0 0
92 D7 1 0 0 0 0
52 D8 1 0 0 0 0
52 DA 318 0 0 0 0
52 DB 3 0 0 0 0
52 DD 2 0 0 0 0
52 DE 1 0 0 0 0
92 DF 1 0 0 0 0
92 DP 1 0 0 0 0
52 DQ 1 0 0 0 0
52 DR 2 0 0 0 0
52 DU 1 0 0 0 0
52 DX 1 0 0 0 0
93 AD 1 0 0 0 0
93 AN 1 0 0 0 0
93 CD 1 0 0 0 0
33 CN 1 0 0 0 0
o4 BA 1 0 0 0 0
o4 DA 1 0 0 0 0
95 BA o8 0 65 32 0
95 DA o8 0 65 34 0
All All 278037 0 189235 24925 14

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 54.

The worst 5 of 24925 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:CA:921:U:H1’ 1:CA:922:G:C4 1.55 1.40
55:DA:3320: TEL:C14 | 55:DA:3320:TEL:H11 1.64 1.28
55:BA:3362: TEL:C14 | 55:BA:3362: TEL:H11 1.64 1.24
33:BD:35:LYS:HD2 | 33:BD:104:TYR:CD1 1.73 1.22
26:B4:13:ARG:HA 36:BG:101:ILE:HG13 1.22 1.19

The worst 5 of 14 symmetry-related close contacts are listed below. The label for Atom-2 includes
the symmetry operator and encoded unit-cell translations to be applied.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:AA:358:U:0P2 | 38:DI:90:GLY:N|[2_ 655] 1.80 0.40
1:AA:55:A:C8 | 38:DI:82:ARG:NE|2_655] 1.98 0.22
1:AA:55:A:04" | 38:DI:82:ARG:NE[2_655] 1.98 0.22
1:AA:358:U:04" | 38:DI:89:TYR:CD1[2_655] 1.99 0.21
1:AA:359:U:05’ 38:DI:87:LYS:0[2_655] 1.99 0.21

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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.

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
2 AB 233/256 (91%) 168 (72%) 49 (21%) 16 (7%)
2 CB 233/256 (91%) 169 (72%) 48 (21%) 16 (7%)
3 AC 205/239 (86%) 152 (74%) 40 (20%) 13 (6%)
3 CcC 205/239 (86%) 153 (75%) 40 (20%) 12 (6%)
4 AD 206/209 (99%) 131 (64%) 49 (24%) 26 (13%)
4 CD 206/209 (99%) 130 (63%) 48 (23%) 28 (14%)
5 AE 149/162 (92%) 101 (68%) 33 (22%) 15 (10%)
5 CE 149/162 (92%) 101 (68%) 33 (22%) 15 (10%)
6 AF 99/101 (98%) 69 (70%) 18 (18%) 12 (12%)
6 CF 99/101 (98%) 66 (67%) 20 (20%) 13 (13%)

Percentiles

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed Outliers | Percentiles
7 AG 153/156 (98%) 126 (82%) 22 (14%) 5 (3%)
7 CG 153/156 (98%) 127 (83%) 21 (14%) 5 (3%)
8 AH 136/138 (99%) 100 (74%) 26 (19%) 10 (7%)
8 CH 136/138 (99%) 99 (73%) 28 (21%) 9 (7%)
9 Al 123/128 (96%) 85 (69%) 27 (22%) 11 (9%)
9 CI 123/128 (96%) 86 (70%) 26 (21%) 11 (9%)
10 AJ 97/105 (92%) 75 (77%) 19 (20%) 3 (3%)
10 CJ 97/105 (92%) 76 (78%) 18 (19%) 3 (3%)
11 AK 117/129 (91%) 87 (74%) 22 (19%) 8 (7%)
11 CK 117/129 (91%) 86 (74%) 23 (20%) 8 (7%)
12 AL 123/135 (91%) 76 (62%) 26 (21%) 21 (17%)
12 CL 123/135 (91%) 77 (63%) 24 (20%) 22 (18%)
13 AM 107/126 (85%) 75 (70%) 26 (24%) 6 (6%)
13 CM 107/126 (85%) 74 (69%) 27 (25%) 6 (6%)
14 AN 58/61 (95%) 48 (83%) 5 (9%) 5 (9%)
14 CN 58/61 (95%) 48 (83%) 5 (9%) 5 (9%)
15 AO 86/89 (97%) 56 (65%) 21 (24%) 9 (10%)
15 CO 86/89 (97%) 56 (65%) 21 (24%) 9 (10%)
16 AP 82/88 (93%) 48 (58%) 21 (26%) 13 (16%)
16 CPp 82/88 (93%) 48 (58%) 21 (26%) 13 (16%)
17 AQ 98/105 (93%) 76 (78%) 17 (17%) 5 (5%)
17 CQ 98/105 (93%) 76 (78%) 17 (17%) 5 (5%)
18 AR 68/88 (77%) 43 (63%) 20 (29%) 5 (7%)
18 CR 68/88 (77%) 42 (62%) 19 (28%) 7 (10%)
19 AS 77/93 (83%) 56 (73%) 15 (20%) 6 (8%)
19 CS 77/93 (83%) 56 (73%) 15 (20%) 6 (8%)
20 AT 97/106 (92%) 58 (60%) 24 (25%) 15 (16%)
20 CT 97/106 (92%) 53 (55%) 29 (30%) 15 (16%)
21 AU 23/27 (85%) 19 (83%) 3 (13%) 1 (4%)
21 CU 23/27 (85%) 19 (83%) 3 (13%) 1 (4%)
22 BO 83/85 (98%) 67 (81%) 9 (11%) 7 (8%)

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed Outliers | Percentiles
22 | DO 83/85 (98%) 62 (75%) | 14 (17%) | 7 (8%) |
23 B1 87/98 (89%) 43 (49%) 27 (31%) 17 (20%)
23 D1 87/98 (89%) 44 (51%) 26 (30%) 17 (20%)
24 B2 49/72 (68%) 25 (51%) 14 (29%) 10 (20%)
24 D2 49/72 (68%) 26 (53%) 13 (26%) 10 (20%)
25 B3 58/60 (97%) 48 (83%) 9 (16%) 1 (2%)
25 D3 58/60 (97%) 44 (76%) 13 (22%) 1 (2%)
26 B4 30/71 (42%) 7 (23%) 11 (37%) 12 (40%)
26 D4 30/71 (42%) 6 (20%) 11 (37%) 13 (43%)
27 B5 57/60 (95%) 37 (65%) 8 (14%) 12 (21%)
27 D5 57/60 (95%) 36 (63%) 8 (14%) 13 (23%)
28 B6 41/54 (76%) 19 (46%) 10 (24%) 12 (29%)
28 D6 41/54 (76%) 18 (44%) 11 (27%) 12 (29%)
29 B7 47/49 (96%) 44 (94%) 2 (4%) 1 (2%)
29 D7 47/49 (96%) 45 (96%) 1 (2%) 1 (2%)
30 B8 62/65 (95%) 37 (60%) 15 (24%) 10 (16%)
30 D8 62/65 (95%) 38 (61%) 13 (21%) 11 (18%)
33 BD 270/276 (98%) 203 (75%) 50 (18%) 17 (6%)
33 DD 270/276 (98%) 202 (75%) 52 (19%) 16 (6%)
34 BE 203/206 (98%) 133 (66%) 43 (21%) 27 (13%)
34 DE 203/206 (98%) 136 (67%) 39 (19%) 28 (14%)
35 BF 206,210 (98%) 138 (67%) 44 (21%) 24 (12%)
35 DF 206/210 (98%) 137 (66%) 45 (22%) 24 (12%)
36 BG 177/182 (97%) 110 (62%) 46 (26%) 21 (12%)
36 DG 177/182 (97%) 109 (62%) 47 (27%) 21 (12%)
37 BH 158/180 (88%) 98 (62%) 38 (24%) 22 (14%)
37 DH 158/180 (88%) 97 (61%) 37 (23%) 24 (15%)
38 BI 144/148 (97%) 86 (60%) 36 (25%) 22 (15%)
38 DI 144/148 (97%) 83 (58%) 38 (26%) 23 (16%)
39 BN 137/140 (98%) 93 (68%) 29 (21%) 15 (11%)
39 DN 137/140 (98%) 97 (71%) 25 (18%) 15 (11%)

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed Outliers | Percentiles
40 BO 120/122 (98%) 96 (80%) 19 (16%) 5 (4%)
40 DO 120/122 (98%) 98 (82%) 17 (14%) 5 (4%)
41 BP 144/150 (96%) 72 (50%) 31 (22%) 41 (28%)
41 DP 144/150 (96%) 72 (50%) 29 (20%) 43 (30%)
42 BQ 134/141 (95%) 92 (69%) 29 (22%) 13 (10%)
42 DQ 134/141 (95%) 91 (68%) 29 (22%) 14 (10%)
43 BR 115/118 (98%) 70 (61%) 34 (30%) 11 (10%)
43 DR 115/118 (98%) 71 (62%) 34 (30%) 10 (9%)
44 BS 97/112 (87%) 43 (44%) 26 (27%) 28 (29%)
44 DS 97/112 (87%) 41 (42%) 29 (30%) 27 (28%)
45 BT 130/146 (89%) 80 (62%) 25 (19%) 25 (19%)
45 DT 130/146 (89%) 80 (62%) 26 (20%) 24 (18%)
46 BU 115/118 (98%) 78 (68%) 29 (25%) 8 (T%)
46 DU 115/118 (98%) 82 (71%) 24 (21%) 9 (8%)
47 BV 97/101 (96%) 49 (50%) 24 (25%) 24 (25%)
47 DV 97/101 (96%) 47 (48%) 25 (26%) 25 (26%)
48 BW 111/113 (98%) 81 (73%) 11 (10%) 19 (17%)
48 DW 111/113 (98%) 78 (70%) 15 (14%) 18 (16%)
49 BX 91/96 (95%) 45 (50%) 22 (24%) 24 (26%)
49 DX 91/96 (95%) 45 (50%) 21 (23%) 25 (28%)
50 BY 99/110 (90%) 41 (41%) 25 (25%) 33 (33%)
50 DY 99/110 (90%) 41 (41%) 27 (27%) 31 (31%)
51 BZ 175/206 (85%) 117 (67%) 41 (23%) 17 (10%)
51 DZ 175/206 (85%) 116 (66%) 41 (23%) 18 (10%)
All All 11148/12060 (92%) | 7385 (66%) | 2386 (21%) | 1377 (12%)

5 of 1377 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
AB 15 VAL
AB 34 ALA
AB 165 VAL
AB 194 PRO
AC 54 ARG

WD DN DO
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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 202/220 (92%) | 182 (90%) | 20 (10%) 8] 29
2 CB 202/220 (92%) | 183 (91%) | 19 (9%) 8] 32
3 AC 160/188 (85%) | 154 (96%) 6 (4%) 33 66
3 cC 160/188 (85%) | 154 (96%) 6 (4%) 33 66
4 AD 180/181 (99%) | 157 (87%) | 23 (13%) 18
4 CD 180/181 (99%) | 156 (87%) | 24 (13%) 16
5 AE 115/123 (94%) | 101 (88%) | 14 (12%) 19
5 CE 115/123 (94%) | 101 (88%) | 14 (12%) 19
6 AF 90/90 (100%) 80 (89%) | 10 (11%) 6 24
6 CF 90/90 (100%) 80 (89%) 10 (11%) 6| 24
7 AG 126/127 (99%) | 120 (95%) 6 (5%) 58
7 CG 126/127 (99%) | 120 (95%) 6 (5%) 25 58
8 AH | 119/119 (100%) | 104 (87%) | 15 (13%) 18
8 CH | 119/119 (100%) | 105 (88%) | 14 (12%) 21
9 Al 98,/99 (99%) 87 (89%) | 11 (11%)

9 CI 98/99 (99%) 88 (90%) | 10 (10%)

10 Al 88/92 (96%) 75 (85%) | 13 (15%)

10 CJ 88/92 (96%) 76 (86%) | 12 (14%)

11 | AK 90/99 (91%) 83 (92%) 7 (8%)

11 CK 90/99 (91%) 83 (92%) 7 (8%)

12 AL 104/111 (94%) | 94 (90%) | 10 (10%)

12 CL 104/111 (94%) | 94 (90%) | 10 (10%)

13 | AM 93/101 (92%) 85 (91%) 8 (9%)

13 | CM 93/101 (92%) 85 (91%) 8 (9%)

14 | AN 49/50 (98%) 46 (94%) 3 (6%) 181 49
14 | CN 49/50 (98%) 46 (94%) 3 (6%) 18 49
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
15 | AO 79/80 (99%) 71 (90%) 8 (10%)
15 | CO 79/80 (99%) 71 (90%) 8 (10%)
16 | AP 72/74 (97%) 61 (85%) | 11 (15%)
16 | CP 72/74 (97%) 61 (85%) | 11 (15%)
17 | AQ 94/97 (97%) 86 (92%) 8 (8%)
17 | €Q 94/97 (97%) 86 (92%) 8 (8%)
18 | AR 61/77 (79%) 55 (90%) 6 (10%) 8|
18 CR 61/77 (79%) 55 (90%) 6 (10%) B
19 AS 69,80 (86%) 60 (87%) 9 (13%)
19 CS 69/80 (86%) 60 (87%) 9 (13%)
20 | AT 76/82 (93%) | 65(86%) | 11(14%) | [3]]13
20 | CT | 76/82(93%) | 64(84%) | 12(6%) | [2]]11]
21 | AU 19/22 (86%) | 19 (100%) 0 [100] [100]
21 | cu 19/22 (86%) | 19 (100%) 0 100 | 100}
22 | Bo 61/67 (91%) | 48 (T9%) | 13 (21%) 1] ]4]
2 | DO 61/67 (91%) | 48 (T9%) | 13 (21%) 1[4
23 Bl 73/83 (83%) 51 (70%) | 22 (30%) mlm
23 | DI 73/83 (88%) | 53 (73%) | 20 (27%) o] ]1]
24 B2 46 /67 (69%) 28 (61%) | 18 (39%) mlm
24 | D2 46 /67 (69%) 28 (61%) | 18 (39%) mlm
25 | B3 51/52 (98%) | 41 (80%) | 10 (20%) 1][6
25 | D3 51/52 (98%) | 42 (82%) | 9 (18%) 2][s
27 | Bs 51/52 (98%) | 39 (76%) | 12 (24%) 1] ]3]
27 | D5 51/52 (98%) | 41 (80%) | 10 (20%) 1][6
28 B6 43/52 (83%) 27 (63%) | 16 (37%) mlm
28 D6 43/52 (83%) 28 (65%) | 15 (35%) mlm
29 | BT 41/42 (98%) | 32 (78%) | 9 (22%) 1] ]4]
29 D7 41/42 (98%) 31 (76%) | 10 (24%) ml
30 B8 53/55 (96%) 36 (68%) | 17 (32%) mlm
30 D8 53/55 (96%) 35 (66%) | 18 (34%) mlm
33 BD 213/218 (98%) | 160 (75%) | 53 (25%) 0|

TTTTTTTTTT
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Mol | Chain Analysed Rotameric | Outliers
33 DD 213/218 (98%) 157 (74%)
34 BE 165/166 (99%) 127 (77%)
34 DE 165/166 (99%) 126 (76%)
35 BF 165/166 (99%) 130 (79%)
35 DF 165/166 (99%) 132 (80%)
36 BG 155/156 (99%) 126 (81%)
36 DG 155/156 (99%) 126 (81%)
37 BH 132/148 (89%) 105 (80%)
37 DH 132/148 (89%) 107 (81%)
38 BI 122/124 (98%) 99 (81%)
38 DI 122/124 (98%) 100 (82%)
39 BN 117/119 (98%) 80 (68%)
39 DN 117/119 (98%) 81 (69%)
40 BO 100,/100 (100%) 82 (82%)
40 DO 100,/100 (100%) 80 (80%)
41 BP 112/116 (97%) 67 (60%)
41 DP 112/116 (97%) 67 (60%)
42 BQ 106/111 (96%) 81 (76%)
42 DQ 106/111 (96%) 82 (77%)
43 BR 100/101 (99%) 76 (76%)
43 DR 100/101 (99%) 76 (76%)
44 BS 77/88 (88%) 59 (77%)
44 DS 77/88 (88%) 59 (77%)
45 BT 116/127 (91%) 76 (66%)
45 DT 116/127 (91%) 77 (66%)
46 BU 92/94 (98%) 74 (80%)
46 DU 92/94 (98%) 71 (77%)
47 BV 82/82 (100%) 56 (68%)
47 DV 82/82 (100%) 57 (70%)
48 BW 91/92 (99%) 67 (74%)
48 DW 91/92 (99%) 69 (76%)

Percentiles
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Mol | Chain Analysed Rotameric | Outliers | Percentiles

49 BX 74/78 (95%) 55 (74%) 19 (26%) |
49 DX 74/78 (95%) 54 (73%) 20 (27%)
50 BY 84/91 (92%) 67 (80%) 17 (20%)
50 DY 84/91 (92%) 66 (79%) 18 (21%)
51 BZ 155/179 (87%) 132 (85%) 23 (15%)
51 DZ 155/179 (87%) 131 (84%) 24 (16%)

All All 9322/9876 (94%) | 7617 (82%) | 1705 (18%)

5 of 1705 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
47 BV 98 GLU
9 CI 114 TYR
46 DU 8 VAL
48 BW 101 SER
2 CB 145 LEU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 256
such sidechains are listed below:

Mol | Chain | Res | Type
45 BT 90 GLN
5 CE 78 HIS
43 DR 31 HIS
48 BW 34 ASN

2 CB 146 GLN

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers

1 AA | 1503/1522 (98%) 307 (20%) 30 (1%)

1 CA 1503/1522 (98%) 307 (20%) 0 (1%)

31 BA | 2723/2787 (97%) 822 (30%) 77 (2%)

31 DA | 2723/2787 (97%) 827 (30%) 5 (2%)

32 BB 118/122 (96%) 42 (35%) 0

32 DB 118/122 (96%) 42 (35%) 0

All All 8688/8862 (98%) 2347 (27%) 212 (2%)

5 of 2347 RNA backbone outliers are listed below:
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Mol | Chain | Res | Type
1 AA 9 G
1 AA 31 G
1 AA 32 A
1 AA 39 G
1 AA 47 C

5 of 212 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
31 BA 2422 A
1 CA 484 G
31 DA 2288 A
31 BA 2542 A
1 CA 30 U

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 monosaccharides in this entry.

5.6 Ligand geometry (i)

Of 827 ligands modelled in this entry, 825 are monoatomic - leaving 2 for Mogul analysis.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. 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| > 2 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 | Type | Chain | Res | Link | " 'RMSZ | 42| > 2 | Counts | RMSZ | #|7| > 2
55 | TEL DA | 3320 - 59,62,62 | 1.72 7 (11%) | 77,9292 | 3.07 | 24 (31%)
55 | TEL BA | 3362 - 59,62,62 | 1.72 7 (11%) | 77,9292 | 3.06 | 24 (31%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral

WO RLDWIDE
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centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.

"-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals Torsions Rings
55 | TEL DA | 3320 - - 31/73/108/108 | 0/4/5/5
55 | TEL BA | 3362 - - 31/73/108/108 | 0/4/5/5

The worst 5 of 14 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
55 DA | 3320 | TEL | C43-C40 | -7.11 1.37 1.48
55 BA | 3362 | TEL | C43-C40 | -7.05 1.37 1.48
55 BA 3362 | TEL 05-C2 | -4.89 1.40 1.47
55 DA 3320 | TEL 05-C2 | -4.87 1.40 1.47
55 BA 3362 | TEL | C36-N31 | -4.30 1.31 1.38

The worst 5 of 48 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
95 BA 3362 | TEL C8-C4-C2 | -16.47 92.52 115.23
55 DA | 3320 | TEL | C8-C4-C2 |-16.47 92.52 115.23
55 DA | 3320 | TEL | 09-C15-C21 | 10.07 121.11 110.88
55 BA 3362 | TEL | O9-C15-C21 | 10.07 121.11 110.88
55 BA | 3362 | TEL | C2-O5-C10 | -8.03 102.94 109.29

There are no chirality outliers.

5 of 62 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
55 DA | 3320 | TEL | C1-C2-C4-C8
55 DA | 3320 | TEL | C1-C2-C4-09
55 DA | 3320 | TEL | C3-C2-C4-09
55 DA | 3320 | TEL | 05-C2-C4-09
55 DA | 3320 | TEL | C2-C3-C7-C13

There are no ring outliers.

2 monomers are involved in 66 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
55 DA 3320 | TEL 34 0
55 BA 3362 | TEL 32 0
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The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.
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5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

The following chains have linkage breaks:

Mol | Chain | Number of breaks
13 CM 3
13 AM 3
47 DV 1
36 DG 1
36 BG 1

9 Al 1
9 CI 1
47 BV 1
28 D6 1
28 B6 1

The worst 5 of 14 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 DG 112:PRO C 113:ARG N 5.74
1 BG 112:PRO C 113:ARG N 2.73
1 CM 69:GLU C 70:LEU N 4.94
1 AM 69:GLU C 70:LEU N 4.93
1 D6 46:HIS C 47 THR N 4.90
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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 | 1504/1522 (98%) 0.90 228 (15%) 64, 134, 200, 203 0
1 CA 1504/1522 (98%) 0.90 257 (17%) 67, 134, 200, 203 0
2 AB 235/256 (91%) 0.96 49 (20% 122, 175, 196, 201 0
2 CB 235/256 (91%) 1.40 59 (25% 123, 175, 196, 202 0
3 AC 207/239 (86%) 1.03 50 (24% 122, 174, 194, 197 | 0
3 cC 207/239 (86%) 1.19 52 (25% 122, 175, 195, 199 0
4 AD 208,/209 (99%) 0.82 34 (16% 89, 149, 187, 193 0
4 CD 208,/209 (99%) 0.41 15 (7% 86, 148, 186, 193 0
5 AE 151/162 (93%) 0.75 24 (15%) 88, 127, 174, 197 0
5 CE 151/162 (93%) 1.12 39 (25%) 90, 128, 174, 197 0
6 AF 101/101 (100%) 0.33 6 (5%) 95, 151, 183, 196 0
6 CF 101/101 (100%) 0.68 18 (17%) 96, 154, 184, 198 0
7 AG 155/156 (99%) 1.30 42 (27%) 146, 184, 197, 200 0
7 CG 155/156 (99%) 2.24 68 (43%) 146, 185, 197, 199 0
8 AH 138/138 (100%) 0.26 4 (2%) 92, 129, 167, 189 0
8 CH 138/138 (100%) 0.21 6 (4%) 35 |17 | 92,129, 166, 189 0
9 Al 127/128 (99%) 2.24 mlm 143, 190, 200, 202 0
9 CI 127/128 (99%) 2.84 mlm 144, 190, 199, 202 0
10 Al 99/105 (94%) 2.44 mlm 130, 184, 199, 200 0
10 CJ 99/105 (94%) 3.23 mlm 134, 185, 199, 202 0
11 AK 119/129 (92%) 1.48 mlm 87, 142, 187, 200 0
11 | CK 119/129 (92%) 1.65 mlm 86, 144, 189, 200 0
12 AL 125/135 (92%) 0.60 El 76, 114, 168, 200 0
12 CL 125/135 (92%) 1.01 offo} | 80, 114, 169, 199 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
13 | AM 115/126 (91%) 2.21 51 (44%) 147, 192, 199, 201 0
13 | CM 115/126 (91%) 2.48 57 (49%) 148, 192, 199, 202 0
14 | AN 60,61 (98%) 1.82 19 (31%) 141, 183, 196, 199 0
14 | CN 60,61 (98%) 1.37 14 (23%) 142, 182, 196, 198 0
15 | AO 88/89 (98%) 0.36 5 (5%) 85, 123, 173, 189 0
15 | CO 88/89 (98%) 0.59 8 (9%) 87, 124, 176, 186 0
16 | AP 84/88 (95%) 1.28 24 (28% mlm 97, 128, 177, 192 0
16 CP 84/88 (95%) 1.29 28 (33% mlm 97, 126, 175, 191 0
17 | AQ 100/105 (95%) 0.49 11 (11% | 82, 113, 158, 175 0
17 | CQ 100,105 (95%) 0.27 8 (8%) | 82, 114, 158, 176 0
18 AR 70/88 (79%) 0.85 11 (15%) | 102, 140, 183, 193 0
18 CR 70/88 (79%) 1.59 18 (25%) mlm 103, 140, 182, 196 0
19 AS 79/93 (84%) 3.73 59 (74%) mlm 160, 194, 199, 199 0
19 CS 79/93 (84%) 2.99 51 (64%) mlm 158, 193, 199, 200 0
20 | AT 99,106 (93%) 0.61 16 (16%) | 97, 133, 181, 196 0
20 CT 99/106 (93%) 0.87 21 (21%) mlm 97, 132, 180, 197 0
21 AU 25/27 (92%) 4.23 20 (80%) mlm 153, 185, 194, 195 0
21 CU 25/27 (92%) 5.38 23 (92%) mlm 156, 186, 195, 196 0
22 BO 85/85 (100%) 0.75 10 (11%) | 56, 78, 183, 200 0
22 DO 85/85 (100%) 0.44 11 (12%) | 62, 82, 179, 199 0
23 B1 89/98 (90%) 0.36 5 (5%) 24 54, 86, 160, 184 0
23 D1 89/98 (90%) 0.52 9 (10%) | 57, 88, 162, 191 0
24 B2 51/72 (70%) 0.74 9 (17%) Iﬂ 63, 105, 166, 192 0
24 D2 51/72 (70%) 0.53 5 (9%) 2 68, 110, 167, 192 0
25 B3 60,60 (100%) -0.03 1(1%) 70 49 49, 77, 143, 193 0
25 D3 60,60 (100%) 0.49 5(8%) 114 54, 79, 145, 186 0
26 B4 32/71 (45%) 0.02 2 (6%) 120 |8 140, 177, 199, 200 0
26 D4 32/71 (45%) 0.91 9 (28%) 10110 139, 180, 199, 201 0
27 B5 58/60 (96%) 0.46 7 (12%) 14111 40, 65, 182, 197 0
27 D5 58/60 (96%) 0.36 6 (10%) 1612 42, 69, 186, 197 0
28 B6 45/54 (83%) 0.93 5(11%) 15112 52, 100, 167, 192 0
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
28 D6 45/54 (83%) 1.12 13 (28%) 57, 102, 169, 189 0
29 B7 49/49 (100%) 0.39 2 (4%) 37 |18 42, 51, 132, 180 0
29 D7 49/49 (100%) 0.98 8 (16%) 45, 54, 132, 180 0
30 B8 64/65 (98%) 0.62 6 (9%) 53, 76, 137, 169 0
30 D8 64,/65 (98%) 0.44 5 (7%) 55, 79, 140, 168 0
31 BA 2725/2787 (97%) 0.38 89 (3%) 46 24 38, 66, 177, 204 0
31 DA 2725/2787 (97%) 0.25 127 (4%) 31 |15 44,71, 181, 203 0
32 BB 119/122 (97%) 0.61 9(7%) 113115 56, 123, 191, 200 0
32 DB 119/122 (97%) 0.59 13 (10%) f58 12 64, 127, 194, 203 0
33 BD 272/276 (98%) 0.13 7(2%) 56 33 42,70, 130, 172 0
33 DD 272/276 (98%) 0.18 7 (2%) 56 33 47,73, 128, 175 0
34 BE 205/206 (99%) 0.41 10 (4%) 29 |14 40, 75, 166, 194 0
34 DE 205/206 (99%) 0.46 14 (6%) 46, 78, 169, 195 0
35 BF 208/210 (99%) 0.77 20 (9%) 39, 86, 178, 198 0
35 DF 208/210 (99%) 0.57 22 (10%) 44, 89, 182, 199 0
36 BG 181/182 (99%) 2.60 82 (45%) 116, 186, 200, 203 0
36 DG 181/182 (99%) 3.15 90 (49%) 119, 188, 200, 203 0
37 BH 160/180 (88%) 0.54 8 (5%) 28 81, 136, 181, 190 0
37 DH 160/180 (88%) 1.60 53 (33%) 87, 142, 186, 195 0
38 BI 146/148 (98%) 1.18 35 (23%) 74, 178, 197, 200 0
38 DI 146/148 (98%) 3.19 70 (47%) 76, 180, 198, 201 0
39 BN 139/140 (99%) 0.30 9 (6%) 118 | 8] 51, 87, 154, 186 0
39 DN 139/140 (99%) 0.22 8 (5%) 56, 90, 155, 190 0
40 BO 122/122 (100%) 0.14 0 I- 51, 79, 133, 168 0
40 | DO 122/122 (100%) 0.05 0 |- 54, 84, 136, 173 0
41 BP 146/150 (97%) 0.76 10 (6%) 43, 106, 165, 199 0
41 DP 146/150 (97%) 0.85 23 (15%) 42,109, 168, 198 0
42 BQ 136/141 (96%) 0.55 9 (6%) 55, 88, 159, 190 0
42 DQ 136/141 (96%) 0.58 16 (11%) 59, 90, 160, 191 0
43 BR 117/118 (99%) 0.12 2 (1%) 70 49 43, 65, 134, 180 0
43 DR 117/118 (99%) 0.07 3 (2%) 56 33 47, 68, 136, 182 0
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
44 BS 99/112 (88%) 1.17 19 (19%) 79, 134, 189, 198 0
44 DS 99/112 (88%) 1.80 32 (32%) 83, 136, 192, 198 0
45 BT 132/146 (90%) 0.47 9 (6%) 60, 105, 179, 192 0
45 DT 132/146 (90%) 0.56 17 (12%) 65, 107, 179, 195 0
46 BU 117/118 (99%) 0.38 6 (5%) 43, 71, 142, 190 0
46 DU 117/118 (99%) 0.66 17 (14%) 48, 76, 145, 194 0
47 BV 101/101 (100%) 0.76 9 (8%) 44,117, 183, 198 0
47 DV 101/101 (100%) 1.10 18 (17%) 49, 120, 186, 197 0
48 BW 113/113 (100%) -0.18 04100 41, 58, 127, 188 0
48 DW 113/113 (100%) -0.35 2 (1%) 68 47 43, 62, 130, 191 0
49 BX 93/96 (96%) 0.37 4 (4%) 35 |17 50, 82, 151, 186 0
49 DX 93/96 (96%) 0.09 4 (4%) 35 |17 57, 84, 153, 186 0
50 BY 101/110 (91%) 1.28 22 (21%) 61, 120, 197, 199 0
50 DY 101/110 (91%) 1.47 28 (27%) 68, 121, 195, 199 0
51 BZ 177/206 (85%) 0.37 13 (7%) 76, 129, 182, 196 0
51 DZ 177/206 (85%) 0.51 25 (14%) 80, 133, 185, 196 0
All All 20062/20922 (95%) 0.78 2846 (14%) 38, 110, 197, 204 0

The worst 5 of 2846 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
35 BF 208 | GLY 35.4
2 CB 7 VAL 26.8
35 BF 207 | GLY 25.3
44 DS 109 | GLY 21.6
31 DA 2802 G 214

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

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

6.3 Carbohydrates (i)

There are no monosaccharides in this entry.
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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
52 MG BA | 3359 1/1 0.30 0.17 81,81,81,81
52 MG CA | 1634 1/1 0.41 0.31 88,88,88,88
52 MG DA | 3255 1/1 0.47 0.48 91,91,91,91
52 MG AA | 1614 1/1 0.50 0.29 81,81,81,81
52 MG DA | 3273 1/1 0.51 1.74 80,80,80,80
52 MG DA 3225 1/1 0.53 0.61 81,81,81,81
52 MG BA | 3290 1/1 0.54 0.56 87,87,87,87
52 MG DA | 3123 1/1 0.54 0.26 67,67,67,67
52 MG DA | 3217 1/1 0.55 1.01 55,55,55,55
52 MG BA | 3166 1/1 0.58 0.61 75,75,75,75
52 MG AA | 1633 1/1 0.60 0.22 90,90,90,90
52 MG CA | 1648 1/1 0.62 0.88 69,69,69,69
52 MG BA | 3088 1/1 0.62 0.71 60,60,60,60
52 MG DA | 3183 1/1 0.62 1.25 80,80,80,80
52 MG AA | 1650 1/1 0.63 1.51 86,86,86,86
52 MG DA | 3285 1/1 0.66 0.56 70,70,70,70
52 MG BA | 3234 1/1 0.67 0.52 40,40,40,40
52 | MG | DA |3242| 1/1 067 | 0.15 | 84,84,84.84
52 MG DA | 3268 1/1 0.68 0.58 72,72,72,72
52 MG CA | 1631 1/1 0.68 0.22 95,95,95,95
52 MG DA | 3301 1/1 0.68 0.88 67,67,67,67
52 MG BA | 3327 1/1 0.68 0.81 70,70,70,70
52 MG BA | 3356 1/1 0.68 0.56 75,75,75,75
52 MG DA | 3248 1/1 0.68 0.63 72,72,72,72
52 MG DA | 3236 1/1 0.69 0.78 76,76,76,76
52 MG DA | 3232 1/1 0.69 0.81 56,56,56,56
52 | MG | AA | 1612 1/1 069 | 024 | 84848484
52 MG BA | 3219 1/1 0.69 0.42 75,75,75,75
52 MG CA | 1633 1/1 0.70 1.23 70T
52 MG DA | 3102 1/1 0.71 0.88 54,54,54,54
52 MG DA | 3165 1/1 0.71 0.48 53,53,53,53
52 MG DA | 3155 1/1 0.71 0.23 59,59,59,59
52 MG DA | 3116 1/1 0.71 0.40 65,65,65,65
52 MG BA | 3126 1/1 0.71 0.25 56,56,56,56
52 MG CA | 1630 1/1 0.72 0.62 74,74,74,74
52 MG DA | 3269 1/1 0.72 0.83 64,64,64,64 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DF 301 1/1 0.72 0.24 83,83,83,83 0
52 MG CA | 1612 1/1 0.73 0.18 70,70,70,70 0
52 MG DA | 3311 1/1 0.73 0.80 86,86,86,86 0
52 MG DA | 3229 1/1 0.73 0.47 78,78,78,78 0
52 MG CA | 1613 1/1 0.73 0.82 87,87,87,87 0
52 MG BA | 3343 1/1 0.74 0.53 51,51,51,51 0
52 MG DA | 3104 1/1 0.74 0.43 85,85,85,85 0
52 MG BA | 3278 1/1 0.74 0.25 62,62,62,62 0
52 MG BA | 3285 1/1 0.74 0.90 56,56,56,56 0
52 MG BA | 3255 1/1 0.74 0.34 46,46,46,46 0
52 MG CA | 1636 1/1 0.75 0.45 74,74,74,74 0
52 MG CA | 1602 1/1 0.76 0.91 73,73,73,73 0
52 MG BA | 3303 1/1 0.76 0.47 36,36,36,36 0
52 MG DA | 3276 1/1 0.76 1.22 87,87,87,87 0
52 MG BA | 3160 1/1 0.76 1.01 78,78,78,78 0
52 MG BA | 3321 1/1 0.76 0.36 69,69,69,69 0
52 MG BB 206 1/1 0.76 0.82 66,66,66,66 0
52 MG BA | 3318 1/1 0.76 0.35 55,55,55,55 0
52 MG DA | 3016 1/1 0.76 0.54 54,54,54,54 0
52 MG DA | 3220 1/1 0.77 0.25 68,68,68,68 0
52 MG AA | 1643 1/1 0.77 0.56 85,85,85,85 0
52 MG DA 3296 1/1 0.77 0.28 | 104,104,104,104 0
52 MG DA | 3283 1/1 0.77 0.56 57,57,57,57 0
52 MG AA | 1628 1/1 0.77 0.53 65,65,65,65 0
52 MG BA | 3258 1/1 0.78 0.19 57,57,57,57 0
52 MG DA | 3286 1/1 0.78 0.37 63,63,63,63 0
52 MG BA | 3242 1/1 0.78 0.55 71,71,71,71 0
52 MG AA ] 1619 1/1 0.78 0.54 55,55,55,55 0
52 MG DA | 3094 1/1 0.78 0.40 75,75,75,75 0
52 MG DA | 3045 1/1 0.78 0.49 51,51,51,51 0
52 MG CA | 1621 1/1 0.78 0.47 78,78,78,78 0
52 MG DA | 3318 1/1 0.78 0.07 83,83,83,83 0
52 MG DA | 3227 1/1 0.79 0.93 79,79,79,79 0
52 MG BA | 3331 1/1 0.79 0.41 52,52,52,52 0
52 MG D7 101 1/1 0.79 0.41 58,58,58,58 0
52 MG DA | 3188 1/1 0.79 0.73 81,81,81,81 0
52 MG DA | 3182 1/1 0.79 0.67 54,54,54,54 0
52 MG BA | 3347 1/1 0.79 0.37 58,58,58,58 0
52 MG CA | 1642 1/1 0.79 0.27 80,80,80,80 0
52 MG DA | 3134 1/1 0.79 0.89 61,61,61,61 0
52 MG BF 301 1/1 0.79 0.28 59,59,59,59 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG BA | 3302 1/1 0.80 0.23 67,67,67,67 0
52 MG BA | 3326 1/1 0.80 0.44 60,60,60,60 0
52 MG DA | 3271 1/1 0.80 0.33 67,67,67,67 0
52 MG BA | 3246 1/1 0.80 0.41 68,68,68,68 0
52 MG BA | 3355 1/1 0.80 0.20 78,78,78,78 0
52 MG BA | 3150 1/1 0.80 0.49 50,50,50,50 0
52 MG BA | 3352 1/1 0.80 0.48 53,53,53,53 0
52 MG AA | 1632 1/1 0.81 0.69 70,70,70,70 0
52 MG DA | 3025 1/1 0.81 0.65 61,61,61,61 0
52 MG AA | 1648 1/1 0.81 0.69 57,57,57,57 0
52 MG DA | 3313 1/1 0.81 0.58 64,64,64,64 0
52 MG AA | 1647 1/1 0.81 0.30 72,72,72,72 0
52 MG DA | 3082 1/1 0.81 0.36 50,50,50,50 0
52 MG AA | 1617 1/1 0.81 0.40 59,55,55,55 0
52 MG DA | 3206 1/1 0.81 0.98 74,74,74,74 0
52 MG BA | 3117 1/1 0.82 0.26 58,58,58,58 0
52 MG CA | 1617 1/1 0.82 0.59 74,74,74,74 0
52 MG BA | 3298 1/1 0.82 0.87 65,65,65,65 0
52 MG BA | 3271 1/1 0.82 0.55 57,57,57,57 0
52 MG DA | 3235 1/1 0.82 0.16 48,48,48,48 0
52 MG BA | 3339 1/1 0.82 0.32 74,74,74,74 0
52 MG DA | 3299 1/1 0.82 0.34 64,64,64,64 0
52 MG DA | 3114 1/1 0.82 0.18 75,75,75,75 0
52 MG DA | 3314 1/1 0.82 0.68 54,54,54,54 0
52 MG CA | 1639 1/1 0.82 1.03 87,87,87,87 0
52 MG CA | 1625 1/1 0.82 0.38 70,70,70,70 0
52 MG DA | 3295 1/1 0.82 0.36 65,65,65,65 0
52 MG DB 201 1/1 0.82 0.49 59,59,59,59 0
52 MG DA | 3228 1/1 0.82 0.20 57,57,57,57 0
52 MG BA | 3335 1/1 0.82 0.58 55,55,55,55 0
52 MG BA | 3297 1/1 0.83 0.54 68,68,68,68 0
52 MG DA | 3274 1/1 0.83 0.20 68,68,68,68 0
52 MG DA | 3284 1/1 0.83 0.23 70,70,70,70 0
52 MG DA | 3109 1/1 0.83 0.44 60,60,60,60 0
52 MG BA | 3115 1/1 0.83 0.15 71,71,71,71 0
52 MG DA | 3209 1/1 0.83 0.57 58,58,58,58 0
52 MG BA | 3247 1/1 0.83 0.51 70T 0
52 MG DA | 3111 1/1 0.83 0.44 56,56,56,56 0
52 MG BA | 3251 1/1 0.83 0.75 44,4444 44 0
52 MG DA | 3131 1/1 0.83 0.68 66,66,66,66 0
52 MG BA | 3332 1/1 0.83 0.25 65,65,65,65 0
52 MG DA | 3196 1/1 0.83 0.20 41,41,41,41 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3157 1/1 0.83 0.27 72,72,72,72 0
52 MG BA | 3350 1/1 0.83 0.67 64,64,64,64 0
52 MG BA | 3196 1/1 0.84 1.12 66,66,66,66 0
52 MG BA | 3330 1/1 0.84 0.58 64,64,64,64 0
52 MG DX 101 1/1 0.84 0.43 76,76,76,76 0
52 MG DA | 3081 1/1 0.84 0.47 58,58,58,58 0
52 MG BA | 3323 1/1 0.84 0.26 51,51,51,51 0
52 MG CA | 1628 1/1 0.84 0.76 92,92,92,92 0
52 MG CA | 1616 1/1 0.84 0.27 74,74,74,74 0
52 MG BA | 3183 1/1 0.84 0.45 55,55,55,55 0
52 MG BA | 3224 1/1 0.84 0.16 43,43,43,43 0
52 MG DA | 3194 1/1 0.84 0.59 56,56,56,56 0
52 MG CA | 1624 1/1 0.84 0.25 69,69,69,69 0
52 MG DA | 3272 1/1 0.84 0.72 78,78,78,78 0
52 MG BA | 3176 1/1 0.84 0.95 68,68,68,68 0
52 MG BB 205 1/1 0.84 0.10 90,90,90,90 0
52 MG AA | 1645 1/1 0.84 0.47 | 104,104,104,104 0
52 MG DA | 3254 1/1 0.84 0.23 61,61,61,61 0
52 MG AA | 1638 1/1 0.84 0.37 91,91,91,91 0
52 MG DA | 3156 1/1 0.84 0.49 44,44,44 44 0
52 MG BA | 3127 1/1 0.84 0.80 48,48,48,48 0
52 MG BA | 3329 1/1 0.84 0.59 65,65,65,65 0
52 MG BA | 3146 1/1 0.85 0.43 56,56,56,56 0
52 MG BA | 3296 1/1 0.85 0.27 54,54,54,54 0
52 MG DA | 3136 1/1 0.85 0.15 81,81,81,81 0
52 MG DA | 3297 1/1 0.85 0.23 93,93,93,93 0
52 MG DA | 3293 1/1 0.85 0.41 60,60,60,60 0
52 MG DA | 3144 1/1 0.85 0.55 65,65,65,65 0
52 MG DA | 3108 1/1 0.85 0.33 56,56,56,56 0
52 MG DA | 3171 1/1 0.85 0.14 73,73,73,73 0
52 MG BA | 3152 1/1 0.85 0.16 58,58,58,58 0
52 MG BA | 3161 1/1 0.85 0.41 65,65,65,65 0
52 MG BA | 3121 1/1 0.85 0.45 51,51,51,51 0
52 MG BB 201 1/1 0.85 0.42 A7, 47,4747 0
52 MG DA | 3073 1/1 0.85 0.53 55,55,55,55 0
52 MG BA | 3093 1/1 0.85 0.77 57,57,57,57 0
52 MG DA | 3275 1/1 0.85 0.75 72,72,72,72 0
52 MG BA | 3340 1/1 0.85 0.10 83,83,83,83 0
52 MG AA ] 1630 1/1 0.85 0.76 75,75,75,75 0
52 MG DA | 3221 1/1 0.85 0.48 62,62,62,62 0
52 MG DA | 3130 1/1 0.85 0.18 83,83,83,83 0
52 MG DA | 3163 1/1 0.85 0.13 NN 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG BA | 3106 1/1 0.85 0.91 43,43,43,43 0
52 MG BA | 3151 1/1 0.85 0.59 68,68,68,68 0
52 MG BA | 3039 1/1 0.86 1.03 57,57,57,57 0
52 MG AA | 1627 1/1 0.86 0.23 71,71,71,71 0
52 MG DA | 3292 1/1 0.86 0.74 60,60,60,60 0
52 MG DA | 3265 1/1 0.86 0.44 61,61,61,61 0
52 MG AA | 1641 1/1 0.86 0.28 57,57,57,57 0
52 MG DA | 3074 1/1 0.86 0.46 56,56,56,56 0
52 MG BA | 3252 1/1 0.86 0.28 72,72,72,72 0
52 MG DA | 3317 1/1 0.86 0.11 60,60,60,60 0
52 MG BA | 3268 1/1 0.86 0.14 60,60,60,60 0
52 MG BA | 3235 1/1 0.86 0.49 43,43,43,43 0
52 MG BA | 3334 1/1 0.86 0.11 61,61,61,61 0
52 MG CA | 1643 1/1 0.86 1.15 93,93,93,93 0
52 MG DA | 3266 1/1 0.86 1.05 55,55,55,55 0
52 MG CA | 1638 1/1 0.86 0.28 62,62,62,62 0
52 MG BA | 3289 1/1 0.86 0.16 66,66,66,66 0
52 MG DA | 3279 1/1 0.86 0.27 55,55,55,55 0
52 MG DA | 3095 1/1 0.86 0.19 56,56,56,56 0
52 MG BA | 3165 1/1 0.86 0.15 57,57,57,57 0
52 MG DA | 3146 1/1 0.87 0.48 59,59,59,59 0
52 MG DA | 3290 1/1 0.87 0.29 74,74,74,74 0
52 MG DA | 3300 1/1 0.87 0.75 58,58,58,58 0
52 MG B5 102 1/1 0.87 0.43 80,80,80,80 0
52 MG DA | 3191 1/1 0.87 0.41 48,48,48,48 0
52 MG BA | 3108 1/1 0.87 0.30 43,43,43,43 0
52 MG BA | 3098 1/1 0.87 0.23 76,76,76,76 0
52 MG CA | 1608 1/1 0.87 0.42 90,90,90,90 0
52 MG DA | 3177 1/1 0.87 0.58 48,48,48,48 0
52 MG DA | 3203 1/1 0.87 0.69 55,55,55,55 0
52 MG DA | 3119 1/1 0.87 0.22 56,56,56,56 0
52 MG DA | 3291 1/1 0.88 1.23 88,88,88,88 0
52 MG BA | 3129 1/1 0.88 0.11 59,55,55,55 0
52 MG AA | 1604 1/1 0.88 0.46 | 100,100,100,100 0
52 MG DA | 3241 1/1 0.88 0.33 48,48,48,48 0
52 MG BA | 3201 1/1 0.88 0.16 52,52,52,52 0
52 MG AA | 1636 1/1 0.88 0.35 88,88,88,88 0
52 MG BA | 3341 1/1 0.88 0.26 67,67,67,67 0
52 MG AA ] 1610 1/1 0.88 0.26 | 115,115,115,115 0
52 MG AA | 1626 1/1 0.88 0.46 84,84,84,84 0
52 MG BA | 3067 1/1 0.88 0.48 38,38,38,38 0
52 MG DA | 3249 1/1 0.88 0.43 69,69,69,69 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3002 1/1 0.88 0.56 41,41,41,41 0
52 MG BA | 3309 1/1 0.88 0.39 70,70,70,70 0
52 MG CA | 1627 1/1 0.88 0.70 76,76,76,76 0
52 MG BA | 3202 1/1 0.88 0.28 49,49,49.,49 0
52 MG BA | 3207 1/1 0.88 0.44 34,34,34,34 0
52 MG BA | 3262 1/1 0.88 0.40 68,68,68,68 0
52 MG D8 101 1/1 0.88 0.64 66,66,66,66 0
52 MG CA | 1607 1/1 0.88 0.45 74,74,74,74 0
52 MG DA | 3270 1/1 0.88 0.52 92,92,92,92 0
52 MG BA | 3091 1/1 0.88 0.26 44,4444 44 0
52 MG CA | 1611 1/1 0.88 0.30 72,72,72,72 0
52 MG BA | 3312 1/1 0.89 0.18 55,55,55,55 0
52 MG BA | 3064 1/1 0.89 0.29 45,45,45,45 0
52 MG DA | 3316 1/1 0.89 0.37 75,75,75,75 0
52 MG DA | 3260 1/1 0.89 0.87 73,73,73,73 0
52 MG BA | 3239 1/1 0.89 0.20 61,61,61,61 0
52 MG DA | 3003 1/1 0.89 0.78 61,61,61,61 0
52 MG DA | 3038 1/1 0.89 0.83 68,68,68,68 0
52 MG DA | 3281 1/1 0.89 0.84 87,87,87,87 0
52 MG DA | 3150 1/1 0.89 0.99 80,80,80,80 0
52 MG DA | 3258 1/1 0.89 0.46 70,70,70,70 0
52 MG BA | 3054 1/1 0.89 0.23 50,50,50,50 0
52 MG BA | 3228 1/1 0.89 0.90 56,56,56,56 0
52 MG DA | 3115 1/1 0.89 0.36 58,58,58,58 0
52 MG DA | 3307 1/1 0.89 0.66 65,65,65,65 0
52 MG DA | 3122 1/1 0.89 0.16 61,61,61,61 0
52 MG DA | 3120 1/1 0.89 0.37 84,84,84,84 0
52 MG BA | 3353 1/1 0.89 0.31 73,73,73,73 0
52 MG DA | 3158 1/1 0.89 0.72 71,71,71,71 0
52 MG BA | 3314 1/1 0.89 0.52 63,63,63,63 0
52 MG DA | 3202 1/1 0.89 0.45 73,73,73,73 0
52 MG CA | 1606 1/1 0.89 1.11 73,73,73,73 0
52 MG BA | 3213 1/1 0.89 0.23 34,34,34,34 0
52 MG CA | 1646 1/1 0.89 0.45 68,68,68,68 0
52 MG BA | 3275 1/1 0.89 0.13 47474747 0
52 MG DA | 3200 1/1 0.89 0.60 47474747 0
52 MG BA | 3140 1/1 0.89 0.21 78,78,78,78 0
52 MG BA | 3019 1/1 0.89 0.50 26,26,26,26 0
52 MG DA | 3041 1/1 0.89 0.32 55,55,55,55 0
52 MG DA | 3079 1/1 0.89 0.90 39,39,39,39 0
52 MG DA | 3264 1/1 0.89 0.46 87,87,87,87 0
52 MG BA | 3114 1/1 0.89 0.50 49,49,49.,49 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3145 1/1 0.89 0.18 57,57,57,57 0
52 MG BA | 3116 1/1 0.89 0.33 67,67,67,67 0
52 MG BA | 3313 1/1 0.89 0.50 61,61,61,61 0
52 MG CA | 1635 1/1 0.90 1.22 80,80,80,80 0
52 MG DA | 3238 1/1 0.90 0.15 80,80,80,80 0
52 MG BA | 3283 1/1 0.90 0.61 70,70,70,70 0
52 MG DA | 3162 1/1 0.90 0.64 80,80,80,80 0
52 MG DA | 3252 1/1 0.90 0.30 55,55,55,55 0
52 MG BB 203 1/1 0.90 0.12 82,82,82,82 0
53 ZN AN 101 1/1 0.90 0.15 | 181,181,181,181 0
52 MG DA | 3013 1/1 0.90 0.43 70T 0
52 MG DA | 3113 1/1 0.90 0.29 75,75,75,75 0
52 MG BA | 3233 1/1 0.90 0.56 54,54,54,54 0
52 MG AA | 1622 1/1 0.90 0.34 64,64,64,64 0
52 MG AA | 1639 1/1 0.90 1.18 7T 0
52 MG AA | 1637 1/1 0.90 0.28 54,54,54,54 0
52 MG DA | 3262 1/1 0.90 0.52 55,55,55,55 0
52 MG BA | 3069 1/1 0.90 0.44 46,46,46,46 0
52 MG DA | 3141 1/1 0.90 0.24 65,65,65,65 0
52 MG DA | 3259 1/1 0.90 0.48 60,60,60,60 0
52 MG DA | 3166 1/1 0.90 0.10 55,55,55,55 0
52 MG DA | 3048 1/1 0.90 0.46 51,51,51,51 0
52 MG DA | 3205 1/1 0.90 0.44 64,64,64,64 0
52 MG DA | 3060 1/1 0.90 0.47 50,50,50,50 0
52 MG BA | 3280 1/1 0.90 0.26 80,80,80,80 0
52 MG DA | 3244 1/1 0.90 0.51 69,69,69,69 0
52 MG AA ] 1605 1/1 0.90 0.28 | 106,106,106,106 0
52 MG CA | 1641 1/1 0.90 0.12 54,54,54,54 0
52 MG CA | 1644 1/1 0.90 0.27 86,86,86,86 0
52 MG DA | 3289 1/1 0.90 0.27 71,71,71,71 0
52 MG BA | 3295 1/1 0.90 0.89 79,79,79,79 0
52 MG DA | 3287 1/1 0.90 0.28 64,64,64,64 0
52 MG BA | 3360 1/1 0.90 0.06 68,68,68,68 0
52 MG AA ] 1623 1/1 0.90 0.41 50,50,50,50 0
52 MG AA | 1625 1/1 0.90 0.22 73,73,73,73 0
52 MG BA | 3259 1/1 0.90 0.14 47474747 0
52 MG BA | 3147 1/1 0.90 0.78 55,55,55,55 0
52 MG CA | 1605 1/1 0.90 0.27 | 102,102,102,102 0
52 MG CA | 1619 1/1 0.90 0.44 61,61,61,61 0
52 MG BA | 3288 1/1 0.90 0.10 59,55,55,55 0
52 MG DA | 3226 1/1 0.90 0.70 73,73,73,73 0
52 MG BA | 3130 1/1 0.90 0.71 65,65,65,65 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG BA | 3304 1/1 0.90 0.39 41,41,41,41 0
52 MG BA | 3034 1/1 0.90 0.40 69,69,69,69 0
52 MG BA | 3291 1/1 0.90 0.36 45,45,45,45 0
52 MG CA | 1645 1/1 0.90 0.86 64,64,64,64 0
52 MG DA | 3186 1/1 0.90 0.39 58,58,58,58 0
52 MG BA | 3292 1/1 0.91 0.29 67,67,67,67 0
52 MG BA | 3112 1/1 0.91 0.20 43,43,43,43 0
52 MG DB 202 1/1 0.91 0.34 80,80,80,80 0
52 MG BA | 3325 1/1 0.91 0.48 49,49,49.49 0
52 MG CA | 1601 1/1 0.91 0.21 85,85,85,85 0
52 MG DA | 3090 1/1 0.91 0.54 53,53,53,53 0
52 MG BA | 3244 1/1 0.91 0.43 44,4444 44 0
52 MG DA | 3005 1/1 0.91 0.12 69,69,69,69 0
52 MG BA | 3090 1/1 0.91 0.47 22,22,22.22 0
52 MG DA | 3207 1/1 0.91 0.16 53,53,53,53 0
52 MG BA | 3139 1/1 0.91 0.45 60,60,60,60 0
52 MG DA | 3172 1/1 0.91 0.68 59,59,59,59 0
52 MG AA | 1602 1/1 0.91 0.68 50,50,50,50 0
52 MG BA | 3345 1/1 0.91 0.25 70,70,70,70 0
55 | TEL BA | 3362 | 58/58 0.91 0.32 | 110,110,110,110 0
52 MG BA | 3075 1/1 0.91 0.47 56,56,56,56 0
52 MG CA | 1609 1/1 0.91 0.18 48,48,48,48 0
52 MG BD 302 1/1 0.91 0.36 47474747 0
52 MG DA | 3302 1/1 0.91 0.27 64,64,64,64 0
52 MG DA | 3211 1/1 0.91 0.93 62,62,62,62 0
52 MG AA | 1646 1/1 0.91 0.56 53,53,53,53 0
52 MG AA ] 1618 1/1 0.91 0.86 81,81,81,81 0
55 | TEL DA | 3320 | 58/58 0.91 0.31 | 110,110,110,110 0
52 MG BA | 3095 1/1 0.91 0.35 43,43,43,43 0
52 MG BA | 3199 1/1 0.91 0.62 39,39,39,39 0
52 MG CA | 1614 1/1 0.91 0.14 80,80,80,80 0
52 MG DA | 3046 1/1 0.91 0.41 49,49,49,49 0
52 MG DA | 3250 1/1 0.91 0.31 62,62,62,62 0
52 MG DA | 3306 1/1 0.91 0.34 63,63,63,63 0
52 MG DA | 3012 1/1 0.91 0.53 29,29,29,29 0
52 MG DA | 3093 1/1 0.91 0.71 49,49,49.49 0
52 MG BA | 3348 1/1 0.91 0.50 73,73,73,73 0
52 MG DA | 3152 1/1 0.91 0.44 66,66,66,66 0
52 MG DA | 3256 1/1 0.92 0.27 70T 0
52 MG BA | 3269 1/1 0.92 0.45 45,45,45,45 0
52 MG DA | 3230 1/1 0.92 0.22 69,69,69,69 0
52 MG BA | 3265 1/1 0.92 0.55 51,51,51,51 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3239 1/1 0.92 0.21 65,65,65,65 0
52 MG BA | 3154 1/1 0.92 0.24 73,73,73,73 0
52 MG BA | 3172 1/1 0.92 0.22 50,50,50,50 0
52 MG BA | 3026 1/1 0.92 0.34 58,58,58,58 0
52 MG BA | 3188 1/1 0.92 0.17 80,80,80,80 0
52 MG DU 201 1/1 0.92 0.42 75,75,75,75 0
52 MG BA | 3203 1/1 0.92 0.41 53,53,53,53 0
52 MG DA | 3308 1/1 0.92 0.57 75,75,75,75 0
52 MG DA | 3247 1/1 0.92 0.38 61,61,61,61 0
52 MG DA | 3054 1/1 0.92 0.65 47474747 0
52 MG DA | 3087 1/1 0.92 0.51 53,53,53,53 0
52 MG BA | 3136 1/1 0.92 0.34 51,51,51,51 0
52 MG CA | 1604 1/1 0.92 0.24 98,98,98,98 0
52 MG AA | 1606 1/1 0.92 0.44 63,63,63,63 0
52 MG DA | 3199 1/1 0.92 0.22 74,74,74,74 0
52 MG DA | 3142 1/1 0.92 0.56 69,69,69,69 0
52 MG BA | 3138 1/1 0.92 0.81 42,42,42 42 0
52 MG BA | 3232 1/1 0.92 0.43 43,43,43,43 0
52 MG DA | 3126 1/1 0.92 0.42 57,57,57,57 0
52 MG DQ 201 1/1 0.92 0.23 63,63,63,63 0
52 MG DA | 3118 1/1 0.92 0.49 72,72,72,72 0
52 MG BA | 3042 1/1 0.92 0.28 31,31,31,31 0
52 MG BA | 3002 1/1 0.92 0.64 31,31,31,31 0
52 MG BA | 3328 1/1 0.92 0.29 41,41,41,41 0
52 MG DA | 3170 1/1 0.92 0.77 76,76,76,76 0
52 MG BA | 3279 1/1 0.92 0.91 62,62,62,62 0
52 MG DA | 3139 1/1 0.92 0.65 48,48,48,48 0
52 MG BA | 3317 1/1 0.92 0.41 49,49,49,49 0
52 MG BA | 3308 1/1 0.92 0.24 55,55,55,55 0
52 MG DA | 3014 1/1 0.92 0.53 76,76,76,76 0
52 MG BA | 3074 1/1 0.92 0.62 67,67,67,67 0
52 MG BA | 3301 1/1 0.92 0.42 52,52,52,52 0
52 MG BA | 3226 1/1 0.92 0.45 42,42,42 42 0
52 MG BA | 3306 1/1 0.92 0.65 70,70,70,70 0
52 MG AA | 1615 1/1 0.92 0.63 72,72,72,72 0
52 MG BA | 3357 1/1 0.92 0.19 66,66,66,66 0
52 MG BA | 3284 1/1 0.92 0.34 34,34,34,34 0
52 MG BA | 3243 1/1 0.92 0.47 39,39,39,39 0
52 MG BA | 3187 1/1 0.92 0.78 60,60,60,60 0
52 MG BA | 3223 1/1 0.92 0.66 45,45,45,45 0
52 MG BA | 3205 1/1 0.92 1.14 68,68,68,68 0
52 MG BA | 3185 1/1 0.92 0.55 61,61,61,61 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG AA | 1609 1/1 0.92 0.28 65,65,65,65 0
52 MG BA | 3049 1/1 0.92 0.47 26,26,26,26 0
52 MG DA | 3007 1/1 0.92 0.49 40,40,40,40 0
52 MG DA | 3278 1/1 0.92 0.87 83,83,83,83 0
52 MG AA | 1644 1/1 0.92 1.24 94,94,94,94 0
52 MG BA | 3065 1/1 0.93 0.23 37,37,37,37 0
52 MG BX 101 1/1 0.93 0.33 58,58,58,58 0
52 MG DA | 3201 1/1 0.93 0.77 46,46,46,46 0
52 MG DA | 3071 1/1 0.93 0.72 85,85,85,85 0
52 MG DA | 3024 1/1 0.93 0.41 54,54,54,54 0
52 MG BA | 3097 1/1 0.93 0.44 53,53,53,53 0
52 MG CA | 1650 1/1 0.93 0.21 66,66,66,66 0
52 MG BA | 3071 1/1 0.93 0.47 32,32,32,32 0
52 MG DA | 3190 1/1 0.93 0.29 49,49,49,49 0
52 MG B7 101 1/1 0.93 0.31 42,42.42 42 0
52 MG DA | 3219 1/1 0.93 0.53 49,49,49.49 0
52 MG AA | 1608 1/1 0.93 0.39 71,71,71,71 0
52 MG DA | 3312 1/1 0.93 0.42 53,53,53,53 0
52 MG DA | 3212 1/1 0.93 0.41 71,71,71,71 0
52 MG BA | 3209 1/1 0.93 0.23 51,51,51,51 0
52 MG DA | 3129 1/1 0.93 0.16 48,48,48,48 0
52 MG BA | 3337 1/1 0.93 0.97 61,61,61,61 0
52 MG BA | 3111 1/1 0.93 0.23 19,19,19,19 0
52 MG AA ] 1620 1/1 0.93 0.70 95,95,95,95 0
52 MG BA | 3193 1/1 0.93 0.50 51,51,51,51 0
52 MG DA | 3004 1/1 0.93 0.27 39,39,39,39 0
52 MG DA | 3185 1/1 0.93 0.33 65,65,65,65 0
52 MG CA | 1622 1/1 0.93 0.41 75,75,75,75 0
52 MG DA | 3261 1/1 0.93 0.34 38,38,38,38 0
52 MG BA | 3281 1/1 0.93 0.17 45,45,45,45 0
52 MG DA | 3085 1/1 0.93 0.32 62,62,62,62 0
52 MG AA ] 1629 1/1 0.93 0.68 83,83,83,83 0
52 MG CA | 1647 1/1 0.93 0.41 78,78,78,78 0
52 MG BA | 3320 1/1 0.93 0.19 48,48,48,48 0
52 MG DA | 3234 1/1 0.93 0.14 73,73,73,73 0
52 MG BR 201 1/1 0.93 0.56 27,27,27,27 0
52 MG DA | 3096 1/1 0.93 0.38 42,42,42 42 0
52 MG BA | 3322 1/1 0.93 0.21 44,44,44 44 0
52 MG DA | 3132 1/1 0.93 0.14 72,72,72,72 0
52 MG BA | 3175 1/1 0.93 0.28 50,50,50,50 0
52 MG DA | 3257 1/1 0.93 0.23 72,72,72,72 0
52 MG DA | 3198 1/1 0.93 0.38 53,53,53,53 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3083 1/1 0.93 0.45 43,43,43,43 0
52 MG BA | 3211 1/1 0.93 0.58 38,38,38,38 0
52 MG BA | 3294 1/1 0.93 0.28 40,40,40,40 0
52 MG BA | 3011 1/1 0.93 0.52 22,22,22,22 0
52 MG DA | 3066 1/1 0.93 0.24 52,52,52,52 0
52 MG DA | 3179 1/1 0.93 0.21 67,67,67,67 0
52 MG DA | 3039 1/1 0.93 1.12 69,69,69,69 0
52 MG BA | 3164 1/1 0.93 0.25 40,40,40,40 0
52 MG BA | 3133 1/1 0.93 0.26 38,38,38,38 0
52 MG BA | 3305 1/1 0.93 0.54 72,72,72,72 0
52 MG DA | 3089 1/1 0.93 0.22 54,54,54,54 0
52 MG BA | 3123 1/1 0.93 0.38 48,48,48,48 0
52 MG BA | 3241 1/1 0.93 0.58 69,69,69,69 0
52 MG DA | 3169 1/1 0.93 0.64 49,49,49,49 0
52 MG BA | 3222 1/1 0.93 0.29 58,58,58,58 0
52 MG DA | 3231 1/1 0.93 0.20 42,42,42 42 0
52 MG DA | 3128 1/1 0.94 0.56 62,62,62,62 0
52 MG DA | 3100 1/1 0.94 0.22 59,59,59,59 0
52 MG DA | 3063 1/1 0.94 0.77 72,72,72,72 0
52 MG BA | 3020 1/1 0.94 0.33 24,24.24.24 0
52 MG BA | 3009 1/1 0.94 0.35 44,44,44,44 0
52 MG BA | 3180 1/1 0.94 0.17 68,68,68,68 0
52 MG BA | 3056 1/1 0.94 0.12 31,31,31,31 0
52 MG BA | 3174 1/1 0.94 0.33 51,51,51,51 0
52 MG AA | 1603 1/1 0.94 0.29 45,45,45,45 0
52 MG AA | 1642 1/1 0.94 0.14 58,58,58,58 0
52 MG DA | 3215 1/1 0.94 0.15 61,61,61,61 0
52 MG DA | 3210 1/1 0.94 0.19 49,49,49.49 0
52 MG BA | 3310 1/1 0.94 0.58 74,74,74,74 0
52 MG DA | 3084 1/1 0.94 0.35 27,27,27,27 0
52 MG DA | 3309 1/1 0.94 0.05 76,76,76,76 0
52 MG DA | 3180 1/1 0.94 0.56 56,56,56,56 0
52 MG BA | 3027 1/1 0.94 0.49 19,19,19,19 0
52 MG DR 202 1/1 0.94 0.59 50,50,50,50 0
52 MG DA | 3052 1/1 0.94 0.49 44,44,44, 44 0
52 MG DD 302 1/1 0.94 0.23 38,38,38,38 0
52 MG BA | 3057 1/1 0.94 0.24 40,40,40,40 0
52 MG BA | 3033 1/1 0.94 0.26 27,27,27,27 0
52 MG DA | 3184 1/1 0.94 0.24 96,96,96,96 0
52 MG DA | 3159 1/1 0.94 0.51 39,39,39,39 0
52 MG BA | 3238 1/1 0.94 0.34 70,70,70,70 0
52 MG DA | 3197 1/1 0.94 0.52 59,59,59,59 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG BA | 3007 1/1 0.94 0.65 57,57,57,57 0
52 MG BA | 3120 1/1 0.94 0.30 65,65,65,65 0
52 MG BA | 3072 1/1 0.94 0.69 59,59,59,59 0
52 MG BA | 3119 1/1 0.94 0.26 A47.47,47.47 0
52 MG BA | 3351 1/1 0.94 0.63 53,53,53,53 0
52 MG DA | 3017 1/1 0.94 0.25 55,55,55,55 0
52 MG BA | 3245 1/1 0.94 0.33 48,48,48,48 0
52 MG DA | 3143 1/1 0.94 0.51 43,43,43,43 0
52 MG BA | 3257 1/1 0.94 0.33 19,19,19,19 0
52 MG DA | 3103 1/1 0.94 0.41 58,58,58,58 0
52 MG BQ 202 1/1 0.94 0.23 49,49,49.,49 0
52 MG DA | 3154 1/1 0.94 0.54 66,66,66,66 0
52 MG DA | 3098 1/1 0.94 0.45 38,38,38,38 0
52 MG DA | 3237 1/1 0.94 0.40 56,56,56,56 0
52 MG BA | 3022 1/1 0.94 0.33 45,45,45,45 0
52 MG BA | 3315 1/1 0.94 0.80 62,62,62,62 0
54 K DA | 3319 1/1 0.94 0.17 82,82,82,82 0
52 MG BA | 3159 1/1 0.94 0.73 58,58,58,58 0
52 MG DA | 3125 1/1 0.94 0.11 54,54,54,54 0
52 MG BA | 3046 1/1 0.94 0.40 38,38,38,38 0
52 MG BA | 3070 1/1 0.94 0.31 25,25,25,25 0
52 MG DA | 3040 1/1 0.94 0.36 36,36,36,36 0
52 MG DA | 3263 1/1 0.94 0.67 55,55,55,55 0
52 MG DA | 3068 1/1 0.94 0.24 80,80,80,80 0
52 MG DA | 3121 1/1 0.94 1.02 64,64,64,64 0
52 MG DA | 3064 1/1 0.94 0.26 46,46,46,46 0
52 MG BA | 3143 1/1 0.94 0.40 34,34,34,34 0
52 MG BA | 3276 1/1 0.94 0.54 76,76,76,76 0
52 MG BA | 3333 1/1 0.94 0.23 48,48,48,48 0
52 MG BA | 3040 1/1 0.94 0.67 49,49,49.49 0
52 MG DA | 3062 1/1 0.94 0.58 76,76,76,76 0
52 MG BA | 3144 1/1 0.94 0.75 43,43,43,43 0
52 MG DA | 3310 1/1 0.94 0.47 54,54,54,54 0
52 MG BA | 3181 1/1 0.94 0.54 54,54,54,54 0
52 MG BP 203 1/1 0.94 0.30 29,29,29,29 0
52 MG DA | 3282 1/1 0.94 0.26 59,59,59,59 0
52 MG BA | 3063 1/1 0.94 0.45 57,57,57,57 0
52 MG DA | 3092 1/1 0.94 0.29 61,61,61,61 0
52 MG BA | 3077 1/1 0.94 0.22 40,40,40,40 0
52 MG CA | 1649 1/1 0.94 0.18 80,80,80,80 0
52 MG DD 301 1/1 0.94 0.36 56,56,56,56 0
52 MG BA | 3122 1/1 0.94 0.40 61,61,61,61 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3043 1/1 0.94 0.37 43,43,43,43 0
52 MG DA | 3288 1/1 0.94 0.29 32,32,32,32 0
52 MG DA | 3021 1/1 0.94 0.28 42,42,42 42 0
52 MG BA | 3162 1/1 0.94 0.49 69,69,69,69 0
52 MG DA | 3001 1/1 0.94 0.47 66,66,66,66 0
52 MG BO 101 1/1 0.94 0.11 48,48,48,48 0
52 MG BA | 3261 1/1 0.94 0.29 34,34,34,34 0
52 MG DA | 3135 1/1 0.95 0.40 74,74,74,74 0
52 MG BA | 3338 1/1 0.95 0.24 61,61,61,61 0
52 MG BA | 3214 1/1 0.95 0.54 55,55,55,55 0
52 MG DB 203 1/1 0.95 0.46 47474747 0
52 MG DA | 3253 1/1 0.95 0.14 51,51,51,51 0
52 MG BA | 3050 1/1 0.95 0.28 34,34,34,34 0
52 MG BQ 201 1/1 0.95 0.21 32,32,32,32 0
52 MG BA | 3157 1/1 0.95 0.19 24,24,24,24 0
52 MG BA | 3249 1/1 0.95 0.16 56,56,56,56 0
52 MG DA | 3204 1/1 0.95 0.17 48,48,48,48 0
52 MG DA | 3026 1/1 0.95 0.56 32,32,32,32 0
52 MG BA | 3109 1/1 0.95 0.29 36,36,36,36 0
52 MG DA | 3216 1/1 0.95 0.89 78,78,78,78 0
52 MG BA | 3256 1/1 0.95 0.40 43,43,43,43 0
52 MG BA | 3158 1/1 0.95 0.37 32,32,32,32 0
52 MG AA | 1613 1/1 0.95 0.34 76,76,76,76 0
52 MG BA | 3083 1/1 0.95 0.57 45,45,45,45 0
53 ZN CN 101 1/1 0.95 0.14 | 164,164,164,164 0
52 MG BA | 3267 1/1 0.95 0.41 40,40,40,40 0
52 MG BA | 3167 1/1 0.95 0.30 27,27,27,27 0
52 MG BA | 3047 1/1 0.95 0.63 41,41,41,41 0
52 MG BA | 3141 1/1 0.95 0.34 19,19,19,19 0
52 MG BA | 3153 1/1 0.95 0.32 62,62,62,62 0
52 MG BA | 3004 1/1 0.95 0.28 31,31,31,31 0
52 MG BA | 3189 1/1 0.95 0.46 40,40,40,40 0
52 MG BA | 3240 1/1 0.95 0.44 39,39,39,39 0
52 MG BA | 3286 1/1 0.95 0.22 72,72,72,72 0
52 MG CA | 1620 1/1 0.95 0.22 70,70,70,70 0
52 MG BA | 3169 1/1 0.95 0.74 49,49,49.49 0
52 MG DA | 3117 1/1 0.95 0.32 59,59,59,59 0
52 MG DA | 3161 1/1 0.95 0.29 72,72,72,72 0
52 MG DA | 3240 1/1 0.95 0.17 47.47,47.47 0
52 MG DA | 3223 1/1 0.95 0.28 62,62,62,62 0
52 MG BA | 3173 1/1 0.95 0.59 46,46,46,46 0
52 MG DA | 3088 1/1 0.95 0.60 53,53,53,53 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3010 1/1 0.95 0.61 45,45,45,45 0
52 MG DA | 3080 1/1 0.95 0.63 59,59,59,59 0
52 MG BA | 3102 1/1 0.95 0.37 41,41,41,41 0
52 MG BA | 3250 1/1 0.95 0.23 40,40,40,40 0
52 MG DA | 3086 1/1 0.95 0.24 61,61,61,61 0
52 MG AA | 1652 1/1 0.95 0.14 83,83,83,83 0
52 MG DA | 3167 1/1 0.95 0.27 45,45,45,45 0
52 MG BA | 3128 1/1 0.95 0.18 63,63,63,63 0
52 MG BA | 3068 1/1 0.95 0.58 47.47,47.47 0
52 MG DA | 3315 1/1 0.95 0.14 69,69,69,69 0
52 MG BA | 3237 1/1 0.95 0.46 60,60,60,60 0
52 MG BA | 3053 1/1 0.95 0.57 33,33,33,33 0
52 MG BA | 3052 1/1 0.95 0.34 17,17,17,17 0
52 MG BA | 3148 1/1 0.95 0.55 28,28,28,28 0
52 MG DA | 3181 1/1 0.95 0.30 62,62,62,62 0
52 MG BA | 3221 1/1 0.95 0.48 47474747 0
52 MG DA | 3251 1/1 0.95 0.43 91,91,91,91 0
52 MG BA | 3273 1/1 0.95 0.35 44,44,44 44 0
52 MG BA | 3134 1/1 0.95 0.19 52,52,52,52 0
52 MG DA | 3011 1/1 0.95 0.33 43,43,43,43 0
52 MG DA | 3055 1/1 0.95 0.45 38,38,38,38 0
52 MG DA | 3032 1/1 0.95 0.44 51,51,51,51 0
52 MG BA | 3110 1/1 0.95 0.40 23,23,23,23 0
52 MG DA | 3178 1/1 0.95 0.41 52,52,52,52 0
52 MG CA | 1615 1/1 0.95 0.38 69,69,69,69 0
52 MG DA | 3105 1/1 0.95 0.44 74,74,74,74 0
52 MG DA | 3006 1/1 0.95 0.52 40,40,40,40 0
52 MG BA | 3277 1/1 0.95 0.26 49,49,49.49 0
52 MG BA | 3135 1/1 0.95 0.52 30,30,30,30 0
52 MG BA | 3179 1/1 0.96 0.68 55,55,55,55 0
52 MG DA | 3027 1/1 0.96 0.31 43,43,43,43 0
52 MG DA | 3151 1/1 0.96 0.20 66,66,66,66 0
52 MG DA | 3195 1/1 0.96 0.22 62,62,62,62 0
52 MG BA | 3231 1/1 0.96 0.25 31,31,31,31 0
52 MG DA | 3127 1/1 0.96 0.33 40,40,40,40 0
52 MG BA | 3344 1/1 0.96 0.17 43,43,43,43 0
52 MG BA | 3003 1/1 0.96 0.56 34,34,34,34 0
52 MG BA | 3168 1/1 0.96 0.35 59,59,59,59 0
52 MG BA | 3190 1/1 0.96 0.45 34,34,34,34 0
52 MG DA | 3077 1/1 0.96 0.40 46,46,46,46 0
52 MG DA | 3049 1/1 0.96 0.20 54,54,54,54 0
52 MG BA | 3210 1/1 0.96 0.59 46,46,46,46 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG CA | 1603 1/1 0.96 0.34 57,57,57,57 0
52 MG BB 207 1/1 0.96 0.26 80,80,80,80 0
52 MG BA | 3012 1/1 0.96 0.54 61,61,61,61 0
52 MG BA | 3023 1/1 0.96 0.34 31,31,31,31 0
52 MG BA | 3025 1/1 0.96 0.41 64,64,64,64 0
52 MG BA | 3263 1/1 0.96 0.45 54,54,54,54 0
52 MG BD 301 1/1 0.96 0.45 51,51,51,51 0
52 MG BA | 3100 1/1 0.96 0.47 40,40,40,40 0
52 MG BA | 3324 1/1 0.96 0.42 64,64,64,64 0
52 MG BA | 3073 1/1 0.96 0.37 24,24,24.24 0
52 MG DA | 3110 1/1 0.96 0.65 46,46,46,46 0
52 MG BA | 3028 1/1 0.96 0.34 30,30,30,30 0
52 MG BA | 3104 1/1 0.96 0.18 45,45,45,45 0
52 MG BA | 3001 1/1 0.96 0.30 59,55,55,55 0
52 MG CA | 1640 1/1 0.96 0.33 74,74,74,74 0
52 MG DA | 3075 1/1 0.96 0.26 50,50,50,50 0
52 MG BA | 3037 1/1 0.96 0.44 14,14,14,14 0
52 MG BA | 3163 1/1 0.96 0.36 45,45,45,45 0
52 MG DA | 3020 1/1 0.96 0.54 74,74,74,74 0
52 MG BA | 3358 1/1 0.96 0.06 34,34,34,34 0
52 MG BA | 3170 1/1 0.96 0.86 44,44,44,44 0
52 MG BA | 3204 1/1 0.96 0.60 49,49,49.49 0
52 MG BA | 3184 1/1 0.96 0.21 62,62,62,62 0
52 MG DA | 3097 1/1 0.96 0.40 51,51,51,51 0
52 MG BA | 3319 1/1 0.96 0.43 60,60,60,60 0
52 MG CA | 1637 1/1 0.96 0.14 85,85,85,85 0
52 MG DA | 3036 1/1 0.96 1.02 54,54,54,54 0
52 MG BA | 3194 1/1 0.96 0.28 27,27,27,27 0
52 MG DA | 3168 1/1 0.96 0.49 64,64,64,64 0
52 MG BA | 3021 1/1 0.96 0.36 30,30,30,30 0
52 MG AA | 1624 1/1 0.96 0.43 55,55,55,55 0
52 MG BA | 3225 1/1 0.96 0.46 23,23,23,23 0
52 MG DA | 3050 1/1 0.96 0.48 39,39,39,39 0
52 MG BA | 3043 1/1 0.96 0.20 39,39,39,39 0
52 MG BA | 3342 1/1 0.96 0.20 39,39,39,39 0
52 MG DA | 3304 1/1 0.96 0.13 67,67,67,67 0
52 MG DA | 3192 1/1 0.96 0.60 71,71,71,71 0
52 MG B5 101 1/1 0.96 0.33 54,54,54,54 0
52 MG DA | 3015 1/1 0.96 0.47 40,40,40,40 0
52 MG BA | 3171 1/1 0.96 0.57 45,45,45,45 0
52 MG DA | 3160 1/1 0.96 0.57 51,51,51,51 0
52 MG BA | 3218 1/1 0.96 0.89 38,38,38,38 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG AA | 1640 1/1 0.96 0.32 T 0
52 MG BA | 3248 1/1 0.96 0.08 57,57,57,57 0
52 MG DA | 3303 1/1 0.96 0.25 57,57,57,57 0
52 MG DA | 3133 1/1 0.96 0.33 31,31,31,31 0
52 MG BA | 3125 1/1 0.96 0.12 53,53,53,53 0
52 MG DA | 3148 1/1 0.96 0.69 61,61,61,61 0
52 MG BA | 3131 1/1 0.96 0.16 17,17,17,17 0
52 MG BA | 3061 1/1 0.96 0.43 36,36,36,36 0
52 MG BA | 3197 1/1 0.96 0.48 46,46,46,46 0
52 MG BA | 3177 1/1 0.96 0.33 57,57,57,57 0
52 MG BA | 3005 1/1 0.96 0.37 56,56,56,56 0
52 MG BA | 3299 1/1 0.96 0.79 43,43,43,43 0
52 MG DA | 3044 1/1 0.96 0.40 39,39,39,39 0
52 MG DA | 3224 1/1 0.96 0.59 47,4747 47 0
52 MG DA | 3214 1/1 0.96 0.32 33,33,33,33 0
52 MG AA | 1621 1/1 0.96 0.54 51,51,51,51 0
52 MG BA | 3215 1/1 0.96 0.36 37,37,37,37 0
52 MG BA | 3186 1/1 0.96 0.45 44,44,44 44 0
52 MG AA ] 1635 1/1 0.96 0.70 50,50,50,50 0
52 MG DA | 3031 1/1 0.96 0.67 61,61,61,61 0
52 MG DA | 3173 1/1 0.96 0.53 48,48,48,48 0
52 MG BA | 3220 1/1 0.96 0.53 36,36,36,36 0
52 MG BA | 3216 1/1 0.96 0.23 46,46,46,46 0
52 MG BA | 3354 1/1 0.96 0.21 71,71,71,71 0
52 MG DA | 3222 1/1 0.96 0.23 72,72,72,72 0
52 MG BB 202 1/1 0.96 0.44 44,44,44 44 0
52 MG DA | 3069 1/1 0.96 0.35 54,54,54,54 0
52 MG DA | 3267 1/1 0.96 0.24 57,57,57,57 0
52 MG BA | 3094 1/1 0.96 0.74 47474747 0
52 MG BA | 3200 1/1 0.96 0.82 55,55,55,55 0
52 MG BA | 3014 1/1 0.96 0.47 46,46,46,46 0
52 MG BA | 3082 1/1 0.96 0.42 37,37,37,37 0
52 MG BA | 3132 1/1 0.96 0.39 59,59,59,59 0
52 MG DA | 3174 1/1 0.96 0.48 35,35,35,35 0
52 MG BA | 3229 1/1 0.96 0.06 30,30,30,30 0
52 MG BA | 3062 1/1 0.96 0.16 38,38,38,38 0
52 MG DA | 3294 1/1 0.96 0.29 50,50,50,50 0
52 MG BA | 3156 1/1 0.96 0.54 31,31,31,31 0
52 MG CA | 1623 1/1 0.96 0.15 79,79,79,79 0
52 MG BA | 3307 1/1 0.96 1.20 70,70,70,70 0
52 MG BA | 3103 1/1 0.97 0.25 31,31,31,31 0
52 MG BA | 3035 1/1 0.97 0.37 23,23,23,23 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG BA | 3336 1/1 0.97 0.51 61,61,61,61 0
52 MG BU 201 1/1 0.97 0.30 29,29,29,29 0
52 MG BA | 3316 1/1 0.97 0.11 43,43,43,43 0
52 MG BA | 3266 1/1 0.97 0.67 63,63,63,63 0
52 MG BA | 3192 1/1 0.97 0.71 42,42,42 42 0
52 MG BA | 3018 1/1 0.97 0.27 25,25,25,25 0
52 MG AA | 1601 1/1 0.97 0.08 68,68,68,68 0
52 MG DA | 3298 1/1 0.97 0.23 46,46,46,46 0
52 MG CA | 1626 1/1 0.97 0.62 70,70,70,70 0
52 MG DA | 3023 1/1 0.97 0.24 39,39,39,39 0
52 MG BP 201 1/1 0.97 0.32 17,17,17,17 0
52 MG BA | 3272 1/1 0.97 0.51 38,38,38,38 0
52 MG BA | 3013 1/1 0.97 0.59 33,33,33,33 0
52 MG BA | 3118 1/1 0.97 0.34 44,4444 44 0
52 MG DA | 3008 1/1 0.97 0.37 50,50,50,50 0
52 MG BA | 3264 1/1 0.97 0.23 58,58,58,58 0
52 MG BP 202 1/1 0.97 0.85 66,66,66,66 0
52 MG BA | 3113 1/1 0.97 0.46 28,28,28,28 0
52 MG AA | 1651 1/1 0.97 0.21 81,81,81,81 0
52 MG DA | 3034 1/1 0.97 0.60 51,51,51,51 0
52 MG BA | 3099 1/1 0.97 0.25 45,45,45,45 0
52 MG DA | 3070 1/1 0.97 0.43 52,52,52,52 0
52 MG BA | 3036 1/1 0.97 0.25 0,0,0,0 0
52 MG DA | 3218 1/1 0.97 0.56 53,53,53,53 0
52 MG BA | 3137 1/1 0.97 0.27 16,16,16,16 0
52 MG BB 204 1/1 0.97 0.48 47474747 0
52 MG DA | 3112 1/1 0.97 0.13 76,76,76,76 0
52 MG DA | 3067 1/1 0.97 0.64 57,57,57,57 0
52 MG DA | 3213 1/1 0.97 0.45 44,44,44,44 0
52 MG DA | 3009 1/1 0.97 0.31 52,52,52,52 0
52 MG BA | 3030 1/1 0.97 0.17 26,26,26,26 0
52 MG BA | 3208 1/1 0.97 0.52 36,36,36,36 0
52 MG DA | 3106 1/1 0.97 0.65 50,50,50,50 0
52 MG AA | 1611 1/1 0.97 0.57 50,50,50,50 0
52 MG BA | 3195 1/1 0.97 0.17 40,40,40,40 0
52 MG DP 201 1/1 0.97 0.18 42,42.42 42 0
52 MG BA | 3311 1/1 0.97 1.08 69,69,69,69 0
52 MG BA | 3198 1/1 0.97 0.37 24,24,24.24 0
52 MG BA | 3086 1/1 0.97 0.20 28,28,28,28 0
52 MG DA | 3047 1/1 0.97 0.25 28,28,28,28 0
52 MG BA | 3008 1/1 0.97 0.50 36,36,36,36 0
52 MG DA | 3037 1/1 0.97 0.54 39,39,39,39 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3277 1/1 0.97 0.19 66,66,66,66 0
52 MG DA | 3246 1/1 0.97 0.15 70,70,70,70 0
52 MG DA | 3056 1/1 0.97 0.41 51,51,51,51 0
52 MG BA | 3145 1/1 0.97 0.54 54,54,54,54 0
52 MG DA | 3059 1/1 0.97 0.16 55,55,55,55 0
52 MG BA | 3236 1/1 0.97 0.57 38,38,38,38 0
52 MG DA | 3065 1/1 0.97 0.41 70,70,70,70 0
52 MG BA | 3045 1/1 0.97 0.35 22,22,22,22 0
52 MG BA | 3107 1/1 0.97 0.15 20,20,20,20 0
52 MG DA | 3138 1/1 0.97 0.52 35,35,35,35 0
52 MG DA | 3175 1/1 0.97 0.59 68,68,68,68 0
52 MG BA | 3260 1/1 0.97 0.14 46,46,46,46 0
52 MG DA | 3091 1/1 0.97 0.61 44,44,44 44 0
52 MG DA | 3137 1/1 0.97 0.57 49,49,49,49 0
52 MG BA | 3060 1/1 0.97 0.33 59,59,59,59 0
52 MG DA | 3140 1/1 0.97 0.62 46,46,46,46 0
52 MG BA | 3142 1/1 0.97 0.71 A47.47,47.47 0
52 MG BA | 3230 1/1 0.97 0.38 44,44,44 44 0
52 MG DA | 3243 1/1 0.97 0.12 94,94,94,94 0
52 MG BA | 3206 1/1 0.97 0.36 36,36,36,36 0
52 MG DA | 3245 1/1 0.97 0.54 44,4444 44 0
52 MG DA | 3028 1/1 0.97 0.33 68,68,68,68 0
52 MG DA | 3053 1/1 0.97 0.72 90,90,90,90 0
52 MG BA | 3287 1/1 0.97 0.34 59,59,59,59 0
52 MG CA | 1632 1/1 0.97 0.33 76,76,76,76 0
52 MG BA | 3191 1/1 0.97 0.59 59,59,59,59 0
52 MG BA | 3078 1/1 0.97 0.46 39,39,39,39 0
52 MG BA | 3051 1/1 0.97 0.32 22,22,22,22 0
52 MG BA | 3080 1/1 0.97 0.71 23,23,23,23 0
52 MG BA | 3085 1/1 0.97 0.12 0,0,0,0 0
52 MG DA | 3030 1/1 0.98 0.21 66,66,66,66 0
52 MG BA | 3089 1/1 0.98 0.31 20,20,20,20 0
52 MG DA | 3107 1/1 0.98 0.31 42,42,42 42 0
52 MG BA | 3032 1/1 0.98 0.34 39,39,39,39 0
52 MG DA | 3124 1/1 0.98 0.14 63,63,63,63 0
52 MG DA | 3153 1/1 0.98 0.20 80,80,80,80 0
52 MG DA | 3305 1/1 0.98 0.06 80,80,80,80 0
52 MG DA | 3099 1/1 0.98 0.41 56,56,56,56 0
52 MG BA | 3084 1/1 0.98 0.40 25,25,25,25 0
52 MG BA | 3178 1/1 0.98 0.26 25,25,25,25 0
52 MG DA | 3058 1/1 0.98 0.55 42,42.42 42 0
52 MG DA | 3076 1/1 0.98 0.26 56,56,56,56 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG DA | 3189 1/1 0.98 0.28 45,45,45,45 0
52 MG BA | 3015 1/1 0.98 0.18 46,46,46,46 0
52 MG DA | 3033 1/1 0.98 0.44 63,63,63,63 0
52 MG DA | 3101 1/1 0.98 0.61 57,57,57,57 0
52 MG DA | 3147 1/1 0.98 0.58 35,35,35,35 0
52 MG BA | 3079 1/1 0.98 0.20 48,48,48,48 0
52 MG BA | 3101 1/1 0.98 0.34 17,17,17,17 0
52 MG CA | 1618 1/1 0.98 0.68 84,84,84,84 0
52 MG DA | 3164 1/1 0.98 0.28 50,50,50,50 0
52 MG BA | 3055 1/1 0.98 0.39 31,31,31,31 0
52 MG DA | 3149 1/1 0.98 0.49 51,51,51,51 0
52 MG AA | 1616 1/1 0.98 0.18 68,68,68,68 0
52 MG BA | 3029 1/1 0.98 0.27 30,30,30,30 0
52 MG BA | 3149 1/1 0.98 0.14 24,24,24 24 0
53 ZN CD 301 1/1 0.98 0.21 | 105,105,105,105 0
52 MG BA | 3349 1/1 0.98 0.40 51,51,51,51 0
52 MG BA | 3081 1/1 0.98 0.44 39,39,39,39 0
52 MG DR 201 1/1 0.98 0.61 45,45,45,45 0
52 MG BA | 3300 1/1 0.98 0.16 56,56,56,56 0
52 MG BA | 3253 1/1 0.98 0.07 42,42,42 42 0
52 MG DA | 3072 1/1 0.98 0.28 42,42.42 42 0
54 K BA | 3361 1/1 0.98 0.10 69,69,69,69 0
52 MG BA | 3346 1/1 0.98 0.16 61,61,61,61 0
52 MG D5 101 1/1 0.98 0.57 51,51,51,51 0
52 MG BA | 3058 1/1 0.98 0.22 47.47,47.47 0
52 MG BA | 3270 1/1 0.98 0.21 24,24.24.24 0
52 MG BA | 3066 1/1 0.98 0.34 36,36,36,36 0
52 MG BA | 3017 1/1 0.98 0.52 46,46,46,46 0
52 MG BA | 3031 1/1 0.98 0.32 66,66,66,66 0
52 MG DA | 3187 1/1 0.98 0.65 53,53,53,53 0
52 MG BA | 3227 1/1 0.98 0.24 21,21,21,21 0
52 MG BA | 3010 1/1 0.98 0.53 53,53,53,53 0
52 MG DA | 3019 1/1 0.98 0.54 42,42,42 42 0
52 MG BA | 3105 1/1 0.98 0.40 32,32,32,32 0
52 MG BA | 3092 1/1 0.98 0.40 22,22,22,22 0
52 MG CA | 1629 1/1 0.98 0.11 69,69,69,69 0
52 MG BA | 3155 1/1 0.98 0.47 42,42,42 42 0
52 MG BA | 3076 1/1 0.98 0.15 29,29,29,29 0
52 MG AA | 1607 1/1 0.98 0.28 81,81,81,81 0
52 MG AA | 1634 1/1 0.98 0.42 54,54,54,54 0
52 MG DA | 3208 1/1 0.98 0.41 43,43,43,43 0
52 MG BA | 3016 1/1 0.98 0.36 30,30,30,30 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
52 MG B1 101 1/1 0.98 0.16 41,41,41,41
52 MG DA | 3176 1/1 0.98 0.83 41,41,41,41
52 MG DA | 3280 1/1 0.98 0.26 67,67,67,67
52 MG DA | 3035 1/1 0.98 0.62 41,41,41,41
52 MG DA | 3193 1/1 0.98 0.47 54,54,54,54
52 MG DA | 3051 1/1 0.98 0.40 53,53,53,53
52 MG DA | 3042 1/1 0.98 0.22 48,48,48,48
52 MG DA | 3022 1/1 0.98 0.40 38,38,38,38
52 MG BA | 3059 1/1 0.99 0.38 46,46,46,46
52 MG DE 301 1/1 0.99 0.18 34,34,34,34
52 MG DA | 3029 1/1 0.99 0.24 36,36,36,36
52 MG BA | 3041 1/1 0.99 0.30 22,22,22.22
52 MG BA | 3124 1/1 0.99 0.37 12,12,12,12
52 MG AA 1631 1/1 0.99 0.09 63,63,63,63
52 MG BA | 3282 1/1 0.99 0.34 49,49,49,49
53 ZN AD 301 1/1 0.99 0.28 | 110,110,110,110
52 MG BA | 3087 1/1 0.99 0.09 18,18,18,18
52 MG BA | 3096 1/1 0.99 0.60 33,33,33,33
52 MG DA | 3057 1/1 0.99 0.24 60,60,60,60
52 MG BA | 3024 1/1 0.99 0.18 37,37,37,37
52 MG CA 1610 1/1 0.99 0.18 | 106,106,106,106
52 MG BA | 3182 1/1 0.99 0.48 54,54,54,54
52 MG BA | 3006 1/1 0.99 0.52 27,27,27,27
52 MG DA | 3018 1/1 0.99 0.67 34,34,34,34
52 MG BA | 3044 1/1 0.99 0.45 19,19,19,19
52 MG BA | 3048 1/1 0.99 0.37 20,20,20,20
52 MG BA | 3254 1/1 0.99 0.09 58,58,58,58
52 MG BA | 3293 1/1 0.99 0.07 51,51,51,51
52 MG DA | 3078 1/1 0.99 0.14 62,62,62,62
52 MG BA | 3274 1/1 0.99 0.23 36,36,36,36
52 MG DA | 3233 1/1 0.99 0.07 57,57,57,57
52 MG AA 1649 1/1 0.99 0.42 68,68,68,68
52 MG DA | 3061 1/1 0.99 0.17 40,40,40,40
52 MG BA | 3217 1/1 0.99 0.59 34,34,34,34
52 MG BA | 3212 1/1 0.99 0.11 29,29,29,29
52 MG BA | 3038 1/1 0.99 0.58 25,25,25,25

(o) Ben) Hen) Hen) fen) fe) Heo) Heo) Heo] Jeo] ool Heo] Hev] Heo] Heo] en) Hen) He)] Ren) Jus) Hes) Res) Jeo) Jeo) Rev) Hev] Hev) Hev] Heo] ev] Hev] Hev] Hen] Hev) Ren) Ren)

The following is a graphical depiction of the model fit to experimental electron density of all
instances of the Ligand of Interest. In addition, ligands with molecular weight > 250 and outliers
as shown on the geometry validation Tables will also be included. Each fit is shown from different
orientation to approximate a three-dimensional view.
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Electron density around TEL BA 3362:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around TEL DA 3320:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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6.5 Other polymers (i)

There are no such residues in this entry.


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