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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 3.00 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value
Rfree W 0.319
Clashscore I I 29

Ramachandran outliers I 6.2%
Sidechain outliers | N 13.2%
RSRZ outliers Ifjmm W 3 4%

RNA backbone IS I I (.45

Worse Better

0 Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution

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

Rfree 91344 1578 (3.00-3.00)

Clashscore 102246 1912 (3.00-3.00)

Ramachandran outliers 100387 1853 (3.00-3.00)

Sidechain outliers 100360 1856 (3.00-3.00)

RSRZ outliers 91569 1592 (3.00-3.00)

RNA backbone 2183 1036 (3.40-2.60)

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the electron density. The red, orange, yellow and green segments on the lower bar indicate the
fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria. 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
0/0
1 AA 1525 33% 49% % .
%
1 CA 1525 31% 51% A
2 AY 77 38% 45% 17%
250/0
2 A7 77 36% 47% 16% .

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
2 CY 77 43% 42% 16%
31%
=
2 CZ 77 35% 48% 16%
7%
3 AV 27 1% 15% 7% 63%
7%
3 CvV 27 15% 7% 1% 63%
0%
4 AB 256 33% 52% 7% 9%
2%
h I
4 CB 256 32% 51% 8% 9%
5%
5 AC 239 - 31% 47% % . 14%
5%
5 CC 239 31% 48% 7% . 14%
8%
6 AD 209 42% 49% 8%
0%
6 CD 209 45% 46% 8%
5%
7 AE 162 40% 42% 1% 7%
20/0
7 CE 162 = 40% 43% 10% 7%
20/0
-
8 AF 101 48% 48% 5%
0/0
8 CF 101 i 48% 49% -
5%
9 AG 156 47% 49% o
5%
9 CG 156 48% 48% -
3%
10 AH 138 - 46% 46% 7% .
5%
10 CH 138 46% 46% 6%
3%
h s
11 Al 128 34% 53% 1% -
23%
... o
11 CI 128 34% 53% 10% .-
22%
‘ P ———
12 Al 105 31% 49% "% + 7%
24%
‘ P
12 CJ 105 34% 46% % . 7%
5%
13 AK 129 32% 49% T e
2%
h I
13 CK 129 33% 49% 6% «  12%
3%
14 AL 134 28% 51% o ew

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
5%
14 CL 134 — 31% 49% BT 7T
1%
15 AM 126 I 37% 47% BT 7
6%
15 CM 126 35% 49% B
3%
16 AN 61 48% 44% 5% . .
6%
16 CN 61 43% 49% 5% = .
%
17 AO &9 : 42% 49% 8%
20/0
17 CO &9 = 43% 49% % .
%
18 AP 88 33% 56% 6% 6%
33%
18 CpP 88 33% 57% 5% 6%
0/0
19 AQ 105 . 35% 51% e 6%
8%
19 CQ 105 38% 48% ow 6%
5%
20 AR 88 31% 42% 7% 20%
3%
e
20 CR 88 30% 40% 9% 20%
35%
I —
21 AS 93 26% 42% 14% 16%
55%
I —
21 CS 93 26% 42% 14% 16%
5%
22 AT 106 — 28% 56% % 7%
1%
.. ———
22 CT 106 28% 57% 8% 7%
81%
—
23 AU 27 33% 509 1%
89%
“
23 CuU 27 33% 509% . 1%
20%
. o me
24 AX 378 34% 51% 10% =
24%
.. o me
24 CX 378 34% 5% 9% . .
3%
25 BA 2894 31% 48% e
3%
25 DA 2894 - 31% 48% BT 7
26 BB 124 32% 50% BT/
5%
26 DB 124 33% 51% BT 7

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
3%
27 BD 276 - 36% 50% 1%
O/D
27 DD 276 B 36% 51% 10%
5%
28 BE 206 44% 45% 10%
2%
28 DE 206 44% 45% 10%
3%
29 BF 210 - 36% 50% 10%
3%
29 DF 210 - 37% 48% 1%
8%
..
30 BG 182 25% 61% 13%
7%
..
30 DG 182 25% 60% 13%
20%
..
31 BH 180 26% 52% 9% 129%
%
h
31 DH 180 24% 53% 10% 129%
1%
h
32 BI 148 32% 52% 14%
5%
32 DI 148 41% 45% 13%
T —
33 BK 147 30% 59% 129%
73%
—
33 DK 147 31% 58% 129%
7%
h
34 BN 163 27% 43% 13% 16%
3%
34 DN 163 - 26% 44% 13% 16%
35 BO 122 43% 48% 10%
35 DO 122 46% 45% 9%
5%
h I
36 BP 150 22% 45% 24% 6% -
5%
h I
36 DP 150 21% 47% 24% 6% -
6%
h E—
37 BQ 141 24% 57% 12%  + 5%
%
h E—
37 DQ 141 28% 53% 12%  + 5%
38 BR 118 31% 54% 14%
20/0
38 DR 118 - 31% 58% 10%
9%
39 BS 112 25% 46% 14% 13%

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

Mol | Chain | Length Quality of chain
38%
39 DS 112 24% 47% 14% 13%
0%
40 BT 146 34% 45% 14% .« 6%
6%
40 DT 146 36% 42% 14% - 6%
7%
4] BU 118 36% 53% 10%
8%
41 DU 118 35% 53% 1%«
7%
42 BV 101 43% 40% 14% .
8%
42 DV 101 44% 41% 12% .
°/°
43 BW 113 . 40% 51% 8% -
40/0
43 DW 113 - 38% 52% 9% -
5%
44 BX 96 — 33% 49% 14% .
%
44 DX 96 36% 46% 14% .
23%
..
45 BY 110 31% 39% 19% 9%
5%
e
45 DY 110 27% 41% 19% 9%
8%
46 BZ 206 40% 44% 7% 9%
6%
46 DZ 206 40% 43% 8% 9%
47 BO 85 32% 48% 9% 1%
%
47 DO 85 31% 49% 9% 1%
4%
_
48 B1 98 24% 43% 21% 10%
40/0
_
48 D1 98 21% 46% 21% 10%
3%
_
49 B2 72 21% 42% 22% 14%
6%
49 D2 72 17% 46% 22% 14%
2%
50 B3 60 45% 50% -
3%
50 D3 60 - 48% 47% =
20/0
51 B4 97 10% 14% 5% 69%
51 D4 97 9% 16% 69%

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

Mol | Chain | Length Quality of chain

3%
52 B5 60 - 33% 43% 10% 13%

3%
H2 D5 60 - 33% 47% 7% 13%

59%

— ———

53 B6 54 7% 52% 22% 19%
67%

— ——

53 D6 54 9% 50% 22% 19%
2%

I —— -

54 B7 49 49% 41% 8%
2%
H4 D7 49 47% 45% 6% o
12%

h

55 B8 65 31% 51% 4% e
8%

h

55 D8 65 29% 51% 5% .

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
56 MG AA 1613 - - -
56 MG AA 1674 - - -
56 MG AA 1686 - - -
56 MG AA 1713 - - -
56 MG AA 1725 - - -
56 MG AA 1752 - - -
56 MG AA 1768 - - -
56 MG AA 1772 - - -
56 MG AA 1782 - - -
56 MG AA 1785 - - -
56 MG AA 1793 - - -
56 MG AA 1838 - - -
56 MG AA 1874 - - -
56 MG AA 1879 - - -
56 MG AA 1893 - - -
56 MG AA 1900 - - -
56 MG AA 1903 - - -
56 MG AA 1920 - - -
56 MG AA 1975 - - -
56 MG AA 1979 - - -
56 MG AA | 2009 - - -
56 MG AA | 2017 - - -
56 MG AC 302 - - -

Siisisiisiisitsiisisisiisiisisisisiisistsiisiisdisiisiisils

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
56 MG AX 407 - - - X
56 MG AX 413 - - - X
56 MG AY 123 - - - X
56 MG BA | 3007 - - - X
26 MG BA | 3008 - - - X
56 MG BA | 3009 - - - X
56 MG BA | 3024 - - - X
56 MG BA | 3042 - - - X
56 MG BA | 3054 - - - X
56 MG BA | 3073 - - - X
56 MG BA | 3075 - - - X
56 MG BA | 3077 - - - X
56 MG BA | 3130 - - - X
56 MG BA | 3131 - - - X
56 MG BA | 3132 - - - X
56 MG BA | 3143 - - - X
56 MG BA | 3148 - - - X
56 MG BA | 3150 - - - X
56 MG BA | 3167 - - - X
56 MG BA | 3168 - - - X
56 MG BA | 3173 - - - X
56 MG BA | 3197 - - - X
56 MG BA | 3214 - - - X
56 MG BA | 3218 - - - X
56 MG BA | 3220 - - - X
56 MG BA | 3234 - - - X
56 MG BA | 3236 - - - X
56 MG BA | 3266 - - - X
56 MG BA | 3267 - - - X
56 MG BA | 3270 - - - X
56 MG BA | 3283 - - - X
56 MG BA | 3294 - - - X
56 MG BA | 3304 - - - X
56 MG BA | 3311 - - - X
56 MG BA | 3320 - - - X
56 MG BA | 3330 - - - X
56 MG BA | 3349 - - - X
56 MG BA | 3350 - - - X
56 MG BA | 3356 - - - X
56 MG BA | 3361 - - - X
56 MG BA | 3362 - - - X
56 MG BA | 3368 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
56 MG BA | 3376 - - - X
56 MG BA | 3407 - - - X
56 MG BA | 3416 - - - X
56 MG BA | 3426 - - - X
26 MG BA | 3428 - - - X
56 MG BA | 3436 - - - X
56 MG BA | 3460 - - - X
56 MG BA | 3465 - - - X
56 MG BA | 3467 - - - X
56 MG BA | 3471 - - - X
56 MG BA | 3521 - - - X
56 MG BA | 3538 - - - X
56 MG BA | 3549 - - - X
56 MG BA | 3590 - - - X
56 MG BA | 3594 - - - X
56 MG BA | 3595 - - - X
56 MG BA | 3597 - - - X
56 MG BA | 3610 - - - X
56 MG BA | 3611 - - - X
56 MG BA | 3627 - - - X
56 MG BA | 3633 - - - X
56 MG BA | 3652 - - - X
56 MG BA | 3662 - - - X
56 MG BA | 3664 - - - X
56 MG BA | 3667 - - - X
56 MG BA | 3673 - - - X
56 MG BA | 3709 - - - X
56 MG BA | 3722 - - - X
56 MG BA | 3724 - - - X
56 MG BA | 3736 - - - X
56 MG BA | 3739 - - - X
56 MG BA | 3746 - - - X
56 MG BA | 3751 - - - X
56 MG BA | 3753 - - - X
56 MG BA | 3808 - - - X
56 MG BA | 3832 - - - X
56 MG BA | 3840 - - - X
56 MG BA | 3863 - - - X
56 MG BA | 3865 - - - X
56 MG BA | 3867 - - - X
56 MG BA | 3872 - - - X
56 MG BA | 3879 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
56 MG BA | 3898 - - - X
56 MG BA | 3900 - - - X
56 MG BA | 3904 - - - X
56 MG BD 5001 - - - X
26 MG BD 5002 - - - X
56 MG BF 302 - - - X
56 MG BF 303 - - - X
56 MG BO 205 - - - X
56 MG CA 1623 - - - X
56 MG CA 1639 - - - X
56 MG CA 1653 - - - X
56 MG CA 1655 - - - X
56 MG CA 1663 - - - X
56 MG CA 1689 - - - X
56 MG CA 1697 - - - X
56 MG CA 1710 - - - X
56 MG CA 1712 - - - X
56 MG CA 1736 - - - X
56 MG CA 1749 - - - X
56 MG CA 1757 - - - X
56 MG CA 1769 - - - X
56 MG CA 1785 - - - X
56 MG CA 1788 - - - X
56 MG CA 1793 - - - X
56 MG DA | 3004 - - - X
56 MG DA | 3013 - - - X
56 MG DA | 3028 - - - X
56 MG DA | 3047 - - - X
56 MG DA | 3051 - - - X
56 MG DA | 3053 - - - X
56 MG DA | 3062 - - - X
56 MG DA | 3069 - - - X
56 MG DA | 3074 - - - X
56 MG DA | 3085 - - - X
56 MG DA | 3092 - - - X
56 MG DA | 3101 - - - X
56 MG DA | 3120 - - - X
56 MG DA | 3129 - - - X
56 MG DA | 3131 - - - X
56 MG DA | 3132 - - - X
56 MG DA | 3134 - - - X
56 MG DA | 3148 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
56 MG DA | 3149 - - - X
56 MG DA | 3159 - - - X
56 MG DA | 3180 - - - X
56 MG DA | 3190 - - - X
26 MG DA | 3204 - - - X
56 MG DA | 3207 - - - X
56 MG DA | 3216 - - - X
56 MG DA | 3257 - - - X
56 MG DA | 3264 - - - X
56 MG DA | 3269 - - - X
56 MG DA | 3286 - - - X
56 MG DA | 3287 - - - X
56 MG DA | 3297 - - - X
56 MG DA | 3315 - - - X
56 MG DA | 3330 - - - X
56 MG DA | 3332 - - - X
56 MG DA | 3335 - - - X
56 MG DA | 3339 - - - X
56 MG DA | 3344 - - - X
56 MG DA | 3409 - - - X
56 MG DA | 3417 - - - X
56 MG DA | 3418 - - - X
56 MG DA | 3422 - - - X
56 MG DA | 3423 - - - X
56 MG DA | 3424 - - - X
56 MG DA | 3442 - - - X
56 MG DA | 3444 - - - X
56 MG DA | 3445 - - - X
56 MG DA | 3447 - - - X
56 MG DA | 3451 - - - X
56 MG DA | 3468 - - - X
56 MG DA | 3470 - - - X
56 MG DA | 3488 - - - X
56 MG DD | 5005 - - - X
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2  Entry composition (i)

There are 57 unique types of molecules in this entry. The entry contains 301148 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

L AA 1504 ;O;Sa; 14?91 551)\;4 1051)44 15%3 0 0 0

L CA 1504 :3203?5 14%391 551)\;4 10244 15%3 0 0 0
There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference

AA 466 G C CONFLICT | GB 155076

CA 466 G C CONFLICT | GB 155076

e Molecule 2 is a RNA chain called P AND E-SITE TRNA(FMET).

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

2| AZ " L0 T2 w7 5 76 0 0 0

2| AY " L0 T2 7 5 76 0 0 0

2| 2 " L0 T2 w7 5 76 0 0 0

2| Y " L0 T2 7 5 76 0 0 0

e Molecule 3 is a RNA chain called MRNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

3 | AV 10 goltjl 58 54 6% 1; 0 0 0

3 | cv 10 T201tjl 58 54 6% 1; 0 0 0

e Molecule 4 is a protein called 30S ribosomal protein S2.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
4 AB 234 1900 1213 341 341 5 0 0 0
Total C N O S
4 CB 234 1900 1213 341 341 5 0 0 0
e Molecule 5 is a protein called 30S ribosomal protein S3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
g AC 206 1612 1016 314 281 1 0 0 0
Total C N O S
g cC 206 1612 1016 314 281 1 0 0 0
e Molecule 6 is a protein called 30S ribosomal protein S4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 AD 208 1703 1066 339 291 7 0 0 0
Total C N O S
6 CD 208 1703 1066 339 291 7 0 0 0
e Molecule 7 is a protein called 30S ribosomal protein S5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7 AE 151 1155 729 218 204 4 0 0 0
Total C N O S
7 CE 151 1155 729 218 204 4 0 0 0
e Molecule 8 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 Al 101 843 531 155 154 3 0 0 0
Total C N O S
8 CF 101 843 531 155 154 3 0 0 0
e Molecule 9 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
) AG 155 1257 781 252 218 6 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

9 ca 155 ?(Q)t;%l 721 2212 2(1)8 g 0 0 0
e Molecule 10 is a protein called 30S ribosomal protein S8.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
10 AH 138 1;(1);%1 7%)]5 ZTB 1(33 g 0 0 0
10 CH 138 1;(1);%1 7%)]5 ZTB 1(33 g 0 0 0

e Molecule 11 is a protein called 30S ribosomal protein S9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 Al 127 ?gtlil 6(339 11;)]8 1(7)4 0 0 0
1 1 127 ?gtlil 6(339 112\)18 1(7)4 0 0 0

e Molecule 12 is a protein called 30S ribosomal protein S10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12 Al 98 T7O9tj 1 4(939 1§6 128 ? 0 0 0
12 ©J 98 T7O9tj 1 4(939 1§6 128 ? 0 0 0

e Molecule 13 is a protein called 30S ribosomal protein S11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 AK 114 T804t2al 532 115\)19 1%)8 2 0 0 0
13 CK 14 goélt;l 5(232 115\)19 1(5?8 g 0 0 0

e Molecule 14 is a protein called 30S ribosomal protein S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
14| AL 122 | ge gs 103 130 1 0 0 0
14 CL 122 T9O5t6a 1 653 115\;3 1%)9 ? 0 0 0

O RLDWIDE
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There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
AL 2 ALA - INSERTION | UNP P61941
AL 3 LEU - INSERTION | UNP P61941
CL 2 ALA - INSERTION | UNP P61941
CL 3 LEU - INSERTION | UNP P61941

e Molecule 15 is a protein called 30S ribosomal protein S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
bl o g e ae s | 0 0|0
blow | o g s | 0 | 0 |0

e Molecule 16 is a protein called 30S ribosomal protein S14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 AN 60 T409t2al 3(1]2 11§4 ;)2 ASL 0 0 0
16 CN 60 T409t;1 3?2 11§4 ;)2 ZSL 0 0 0

e Molecule 17 is a protein called 30S ribosomal protein S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
17 A0 88 T7O3tj l 4?9 114\1]7 1(2)6 2 0 0 0
17 cO 88 T7O3tj l 4?9 114\1]7 1(2)6 2 0 0 0

e Molecule 18 is a protein called 30S ribosomal protein S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
s | AP | s e ara | 0 | 0o
s op | g ara | 0 | 0 |0

e Molecule 19 is a protein called 30S ribosomal protein S17.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
19 AQ % 823 528 152 141 2 0 0 0
Total C N O S
19 cQ % 823 528 152 141 2 0 0 0
e Molecule 20 is a protein called 30S ribosomal protein S18.
Mol | Chain | Residues Atoms ZeroQOcc | AltConf | Trace
Total C N O
20 AR 0 574 367 112 95 0 0 0
Total C N O
20 CR 0 574 367 112 95 0 0 0
e Molecule 21 is a protein called 30S ribosomal protein S19.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
21 AS 8 629 403 114 110 2 0 0 0
Total C N O S
21 CS 8 629 403 114 110 2 0 0 0
e Molecule 22 is a protein called 30S ribosomal protein S20.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
22 AT % 762 469 162 129 2 0 0 0
Total C N O S
22 CT % 762 469 162 129 2 0 0 0
e Molecule 23 is a protein called 30S ribosomal protein Thx.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
23 | AU 24 208 128 50 30 0 0 0
Total C N O
23 cu 24 208 128 50 30 0 0 0
e Molecule 24 is a protein called Bacterial peptide chain release factor 2 (RF-2).
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
24 AX 362 2876 1794 518 556 8 0 0 0

Continued on next page...
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Continued from previous page...
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
24 CX 362 2876 1794 518 556 8 0 0 0
e Molecule 25 is a RNA chain called 23S RRNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N 0O P
25 BA 2879 61997 27594 11582 19943 2878 0 0 0
Total C N O P
25 DA 2879 61997 27594 11582 19943 2878 0 0 0
e Molecule 26 is a RNA chain called 5S RRNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N @) P
26 BB 119 2551 1136 471 826 118 0 0 0
Total C N @) P
26 bB 119 2551 1136 471 826 118 0 0 0
e Molecule 27 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
27 BD 271 2104 1329 416 356 3 0 0 0
Total C N O S
27 bD 271 2104 1329 416 356 3 0 0 0
e Molecule 28 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
28 BE 204 1563 988 299 270 6 0 0 0
Total C N O S
28 DE 204 1563 988 299 270 6 0 0 0
e Molecule 29 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
29 BF 202 1586 1011 297 275 3 0 0 0
Total C N O S
29 DF 202 1586 1011 297 275 3 0 0 0

WO RLDWIDE

PROTEIN DATA BANK




Page 18

wwPDB X-ray Structure Validation Summary Report

4Ve67

There are 10 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
BF 1 MET - INSERTION | UNP Q72105
BF 2 LYS - INSERTION | UNP Q72105
BF 3 GLU - INSERTION | UNP Q72105
BF 4 VAL - INSERTION | UNP Q72105
BF 5 ALA - INSERTION | UNP Q72105
DF 1 MET - INSERTION | UNP Q72105
DF 2 LYS - INSERTION | UNP Q72105
DF 3 GLU - INSERTION | UNP Q72105
DF 4 VAL - INSERTION | UNP Q72105
DF 5 ALA - INSERTION | UNP Q72105

e Molecule 30 is a protein called 50S ribosomal protein L5.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
30 BG 181 F{Zt%l 951}3 2128 2(6)0 ZSI 0 0
30 bG 181 112%1 95133 2128 220 ZSI 0 0

e Molecule 31 is a protein called 50S ribosomal protein L6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
31 BH 159 ?ggl 7?3 2158 2(2)0 ? 0 0
31 bH 159 ?(2);21 7?3 21;8 2(2)0 ? 0 0

e Molecule 32 is a protein called 50S ribosomal protein L.9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 B 145 T(l)t;él 7;]4 2150 2%)7 ? 0 0
32 bl 145 T(l)t;él 7;]4 2150 2(37 ? 0 0

e Molecule 33 is a protein called 50S ribosomal protein L11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

33 BR 147 ?ggaél 65()]2 1151 1(39 g 0 0

Continued on next page...



Page 19

wwPDB X-ray Structure Validation Summary Report

4Ve67

Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 bK 147 ng;l 632 1151 1(39 g 0 0
e Molecule 34 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 BN 137 1;8;%1 7%)]7 21§5 1(531 g 0 0
34 bN 137 1;8;%1 7%)]7 21§5 1(521 g 0 0

There are 48 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
BN 1 MET - INSERTION | UNP Q72IN1
BN 2 VAL - INSERTION | UNP Q72IN1
BN 3 LYS - INSERTION | UNP Q72IN1
BN 4 SER - INSERTION | UNP Q72IN1
BN 5 SER - INSERTION | UNP Q72IN1
BN 6 LEU - INSERTION | UNP Q72IN1
BN 7 ALA - INSERTION | UNP Q72IN1
BN 8 PHE - INSERTION | UNP Q72IN1
BN 9 LEU - INSERTION | UNP Q72IN1
BN 10 ARG - INSERTION | UNP Q72IN1
BN 11 GLY - INSERTION | UNP Q72IN1
BN 12 PRO - INSERTION | UNP Q72IN1
BN 13 PRO - INSERTION | UNP Q72IN1
BN 14 ILE - INSERTION | UNP Q72IN1
BN 15 PRO - INSERTION | UNP Q72IN1
BN 16 ARG - INSERTION | UNP Q72IN1
BN 17 GLN - INSERTION | UNP Q72IN1
BN 18 GLU - INSERTION | UNP Q72IN1
BN 19 GLN - INSERTION | UNP Q72IN1
BN 20 ARG - INSERTION | UNP Q72IN1
BN 21 ARG - INSERTION | UNP Q72IN1
BN 22 ALA - INSERTION | UNP Q72IN1
BN 23 LEU - INSERTION | UNP Q72IN1
BN 24 VAL - INSERTION | UNP Q72IN1
DN 1 MET - INSERTION | UNP Q72IN1
DN 2 VAL - INSERTION | UNP Q72IN1
DN 3 LYS - INSERTION | UNP Q72IN1
DN 4 SER - INSERTION | UNP Q72IN1

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

Chain | Residue | Modelled | Actual | Comment Reference
DN 5 SER - INSERTION | UNP Q72IN1
DN 6 LEU - INSERTION | UNP Q72IN1
DN 7 ALA - INSERTION | UNP Q72IN1
DN 8 PHE - INSERTION | UNP Q72IN1
DN 9 LEU - INSERTION | UNP Q72IN1
DN 10 ARG - INSERTION | UNP Q72IN1
DN 11 GLY - INSERTION | UNP Q72IN1
DN 12 PRO - INSERTION | UNP Q72IN1
DN 13 PRO - INSERTION | UNP Q72IN1
DN 14 ILE - INSERTION | UNP Q72IN1
DN 15 PRO - INSERTION | UNP Q72IN1
DN 16 ARG - INSERTION | UNP Q72IN1
DN 17 GLN - INSERTION | UNP Q72IN1
DN 18 GLU - INSERTION | UNP Q72IN1
DN 19 GLN - INSERTION | UNP Q72IN1
DN 20 ARG - INSERTION | UNP Q72IN1
DN 21 ARG - INSERTION | UNP Q72IN1
DN 22 ALA - INSERTION | UNP Q72IN1
DN 23 LEU - INSERTION | UNP Q72IN1
DN 24 VAL - INSERTION | UNP Q72IN1

e Molecule 35 is a protein called 50S ribosomal protein L.14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
m B0 |2 e s oam g | O 0
BP0 |2 e s oam g | O 0

e Molecule 36 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 BP 146 ??tlzl 6(932 2217 1(33 g 0 0
36 bP 146 ??ﬁl 6(932 21;17 1(33 g 0 0

e Molecule 37 is a protein called 50S ribosomal protein L16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

37 BQ 134 ?8211 620 2131 1?8 g 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

37 bQ 134 Tg?j GSO 2151 1(7)8 g 0 0 0
e Molecule 38 is a protein called 50S ribosomal protein L17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
38 BR 7 go(it(? 1 539 21§2 1(;9 0 0 0
38 DR 7 go(it(? 1 539 21§2 1(;9 0 0 0

e Molecule 39 is a protein called 50S ribosomal protein L18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
39 | BS o8 T s 14 1 0 0 0
391 DS o8 T s 14 10 0 0 0

e Molecule 40 is a protein called 50S ribosomal protein L19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
40 BT 137 1;(1)51?’)1 7(133 2§4 185 ? 0 0 0
40 bT 137 1;(1)51?’)1 7(133 2§4 185 ? 0 0 0

e Molecule 41 is a protein called 50S ribosomal protein L20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
H BU 17 T906t2 1 6?0 2152 1%5)1 ? 0 0 0
H bu L7 gofitj 1 6(130 2152 1(5?1 ? 0 0 0

e Molecule 42 is a protein called 50S ribosomal protein L21.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2] BV L R 0 0 0
IR NI

WO RLDWIDE
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e Molecule 43 is a protein called 50S ribosomal protein 1.22.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 BW 12 TSOQth 1 5(630 11;15 1(;3 2 0 0 0
13 bW 12 TSOQth 1 5%0 11;15 1(;3 2 0 0 0

e Molecule 44 is a protein called 50S ribosomal protein 1.23.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
44 BX 92 T;)Zt? 1 4(7]1 11§1 1(2)3 0 0 0
4 bX 92 T;)Zt? 1 4(7]1 11§1 1(2)3 0 0 0

e Molecule 45 is a protein called 50S ribosomal protein 1.24.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
5B | w0 G s am g | 0| 0|0
IR EEEEE

e Molecule 46 is a protein called 50S ribosomal protein L25.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
46 Bz 187 1;22321 925 2124 2(7)1 g 0 0 0
46 bz 187 112;&21 925 22]4 2(7)1 3 0 0 0

e Molecule 47 is a protein called 50S ribosomal protein L27.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
BT G s e o | O | 0|0
R L .

e Molecule 48 is a protein called 50S ribosomal protein L28.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
48 Bl 88 694 435 141 118 0 0 0
Total C N O
18 D1 88 694 435 141 118 0 0 0
e Molecule 49 is a protein called 50S ribosomal protein L29.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
49 B2 62 520 325 102 91 2 0 0
Total C N O S
49 D2 62 520 325 102 91 2 0 0
e Molecule 50 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
50 B3 59 467 298 90 78 1 0 0
Total C N O S
50 D3 59 467 298 90 78 1 0 0
e Molecule 51 is a protein called 50S ribosomal protein L31.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o1 B4 30 225 142 36 43 4 0 0
Total C N O S
o1 D4 30 225 142 36 43 4 0 0

There are 54 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
B4 1 MET - INSERTION | UNP Q72JR0
B4 2 PRO - INSERTION | UNP Q72JR0
B4 3 LEU - INSERTION | UNP Q72JR0
B4 4 GLY - INSERTION | UNP Q72JR0O
B4 5 VAL - INSERTION | UNP Q72JR0O
B4 6 HIS - INSERTION | UNP Q72JRO
B4 7 PRO - INSERTION | UNP Q72JR0
B4 8 LEU - INSERTION | UNP Q72JR0
B4 9 TYR - INSERTION | UNP Q72JR0
B4 10 THR - INSERTION | UNP Q72JR0
B4 11 LYS - INSERTION | UNP Q72JR0O

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

Chain | Residue | Modelled | Actual | Comment Reference
B4 12 ARG - INSERTION | UNP Q72JR0
B4 13 TRP - INSERTION | UNP Q72JR0O
B4 14 LEU - INSERTION | UNP Q72JR0O
B4 15 ALA - INSERTION | UNP Q72JRO
B4 16 HIS - INSERTION | UNP Q72JR0
B4 17 GLY - INSERTION | UNP Q72JR0
B4 18 GLN - INSERTION | UNP Q72JR0
B4 19 ASP - INSERTION | UNP Q72JR0
B4 20 ARG - INSERTION | UNP Q72JR0O
B4 21 ALA - INSERTION | UNP Q72JR0O
B4 22 LYS - INSERTION | UNP Q72JR0O
B4 23 LYS - INSERTION | UNP Q72JR0
B4 24 GLU - INSERTION | UNP Q72JR0
B4 25 ALA - INSERTION | UNP Q72JR0
B4 26 ASN - INSERTION | UNP Q72JR0
B4 27 VAL - INSERTION | UNP Q72JR0O
D4 1 MET - INSERTION | UNP Q72JR0O
D4 2 PRO - INSERTION | UNP Q72JRO
D4 3 LEU - INSERTION | UNP Q72JR0
D4 4 GLY - INSERTION | UNP Q72JR0
D4 5 VAL - INSERTION | UNP Q72JR0
D4 6 HIS - INSERTION | UNP Q72JR0O
D4 7 PRO - INSERTION | UNP Q72JR0O
D4 8 LEU - INSERTION | UNP Q72JR0O
D4 9 TYR - INSERTION | UNP Q72JRO
D4 10 THR - INSERTION | UNP Q72JR0
D4 11 LYS - INSERTION | UNP Q72JR0
D4 12 ARG - INSERTION | UNP Q72JR0
D4 13 TRP - INSERTION | UNP Q72JR0O
D4 14 LEU - INSERTION | UNP Q72JR0O
D4 15 ALA - INSERTION | UNP Q72JRO
D4 16 HIS - INSERTION | UNP Q72JR0
D4 17 GLY - INSERTION | UNP Q72JR0
D4 18 GLN - INSERTION | UNP Q72JR0
D4 19 ASP - INSERTION | UNP Q72JR0
D4 20 ARG - INSERTION | UNP Q72JR0O
D4 21 ALA - INSERTION | UNP Q72JR0O
D4 22 LYS - INSERTION | UNP Q72JRO
D4 23 LYS - INSERTION | UNP Q72JR0
D4 24 GLU - INSERTION | UNP Q72JR0
D4 25 ALA - INSERTION | UNP Q72JR0
D4 26 ASN - INSERTION | UNP Q72JR0

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

Chain

Residue

Modelled

Actual

Comment

Reference

D4

27

VAL

INSERTION

UNP Q72JR0

e Molecule 52 is a protein called 50S ribosomal protein L32.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
e Molecule 53 is a protein called 50S ribosomal protein L33.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
53 | B6 14 20;31 2(;5 ;\; éi i 0 0 0

53 | D6 44 20;31 2(;5 ;\; éi i 0 0 0
e Molecule 54 is a protein called 50S ribosomal protein L34.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
e Molecule 55 is a protein called 50S ribosomal protein L35.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
s m | w WO XTI o [ 0 |
% | D8 03 S a6 w01 7 2 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

56 C7Z 14 14 14 0 0

56 | B4 p TOQtal 1\gg 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

56 | BA 923 023 999 0 0

5 | AK 7 Total - Mg 0 0
77

56 DQ 9 Total Mg 0 0
9 9

5 | AB 7 Total - Mg 0 0
77

56 | DF 1 Tofal Bﬁg 0 0
Total Mg

56 BS 4 PR 0 0

5 | BE 6 Total - Mg 0 0
6 6

5 | DU 1 Tofal l\ig 0 0

56 DS 1 Total - Mg 0 0
1 1
Total Mg

56 B1 7 S 0 0

56 | DY 1 Toltal l\gg 0 0

56 | AN 1 Toltal N{g 0 0

56 | BP 9 Total = Mg 0 0
9 9
Total Mg

56 | AX 14 L 0 0

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

56 BI 6 ) ; 0 0
Total Mg

56 | CY 14 L 0 0

56 | CH 9 Total - Mg 0 0
9 9
Total Mg

56 | CA 992 2oy 299 0 0

56 B5 9 Total - Mg 0 0
9 9
Total Mg

56 | BB 35 A 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf

56 AJ 1 Tofal l\qg 0 0

56 | BT 1 Tofal l\qg 0 0

56 | DO 9 Total - Mg 0 0
2 2

56 | AE 8 Total - Mg 0 0
s 8

56 | DG 9 Total - Mg 0 0
2 2

56 CF 5 Total -~ Mg 0 0
5 5

56 | DT 1 Toltal l\gg 0 0

5 | BF 6 Total - Mg 0 0
6 6

56 | AV 3 Total - Mg 0 0
3 3

56 | BX 9 Total - Mg 0 0
9 2
Total Mg

56 | DA 491 oL a0 0 0
Total Mg

56 B2 3 2y 0 0
Total Mg

56 | AA 428 o8 108 0 0

56 | BQ 6 Total - Mg 0 0
6 6

56 | CQ 1 Toltal N{g 0 0

56 | D6 1 Total -~ Mg 0 0
1 1

56 | AR 1 Toltal N{g 0 0

56 | B6 2 Total - Mg 0 0
2 2

56 DI 1 Total - Mg 0 0
1 1

56 | AM 3 Total - Mg 0 0
3 3

5 | BU 1 Toltal l\gg 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf

5 | DR 1 Tofal l\ﬁg 0 0

56 | CC 1 Tofal l\qg 0 0

56 | AD 3 Total - Mg 0 0
3 3
Total Mg

56 | BN 4 P 0 0

56 | CT 1 Tofal Bﬁg 0 0

56 | CG 9 Total - Mg 0 0
2 2

56 | BG 9 Total - Mg 0 0
2 9

56 Al 1 Total - Mg 0 0
1 1

5 | BY 3 Total - Mg 0 0
3 3

56 | DE 1 Toltal l\gg 0 0

5 | BR 5 Total = Mg 0 0
2 9
Total Mg

56 | AZ 15 I 0 0

5 | BK 3 Total = Mg 0 0
3 3

56 | DP 1 Toltal N{g 0 0

5 | DD 9 Total = Mg 0 0
9 9
Total Mg

56 | AL 4 P 0 0

5 | BV 3 Total - Mg 0 0
3 3

56 | AG 9 Total - Mg 0 0
9 2

56 | BO 5 Total - Mg 0 0
5 5

56 | AQ 1 Toltal l\qg 0 0

56 D1 9 TOQtal 1\gg 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf

56 | AH 9 Total - Mg 0 0
9 9

56 BZ 1 Total - Mg 0 0
1 1

56 | CO 1 Tofal l\ﬁg 0 0

56 | AC 4 Total - Mg 0 0
4 4

56 BS 3 Total - Mg 0 0
3 3
Total Mg

56 | DB 12 A 0 0

56 cs 1 Toltal l\gg 0 0

56 | CB 9 Total - Mg 0 0
9 9

5 | BD 7 Total -~ Mg 0 0
77

56 | AT 9 Total - Mg 0 0
9 9

56 CL 1 Toltal N{g 0 0

56 B0 3 Total = Mg 0 0
3 3

56 | AO 9 Total = Mg 0 0
9 9

5 | BW 5 Total = Mg 0 0
9 9
Total Mg

56 | AY 26 o6 o0 0 0

56 | CK 3 Total = Mg 0 0
3 3

56 | AF 9 Total - Mg 0 0
9 9
Total Mg

56 | BH 4 P 0 0

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

Mol

Chain

Residues

Atoms

ZeroOcc

AltConf

57

CN

1

Total
1

7n
1

0

0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
57 AD 1 Total Zn 0 0
1 1
57 D 1 Total Zn 0 0
1 1
57 | AN 1 Tofal Zln 0 0
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Chain AA: T

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors displayed in the second graphic. The second graphic
shows the sequence view annotated by issues in geometry and electron density. Residues are color-
coded according to the number of geometric quality criteria for which they contain at least one
outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. A red dot above a residue indicates

a poor fit to the electron density (RSRZ > 2). 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.

3 Residue-property plots (i)

e Molecule 1: 16S RRNA

Page 31

°on
199

63V
88D
LSD

Sqqv
%90

[4:0]
18V
08Y
670
8%0
LD
9%d
Svn
7¥0

[474]
%D

6€D
8€D

9€D

EEY

oen

91V

%019

10TV
660

969
S6D

26D

€90

79%D

eleii)
iasigl
£9PY
{4544

€090
209V
T09D

6650
863N

9690

€699
69D

I

9890
989D

1849
083N
6.9D
8150
LLSD
945D
S.9D
LSV
€LSY
TLSY

899D
1,999
999D
99480

2990
196N
09sn
699V

998D
feiel=fo]
98D
€99Y

089D

8%9D
PAZeL )
9%9D
9990

€990
t44°p)]
98D
0%SD

8€9D
LESD
9€90
SESY
vean

884D
LSL0

SG.LD

TGLD

084D
6%.L0

N~ 0 O - FOONODIO A NM O N~
NN NOOEEO®OO000F S S &
EENNEN NNNNENNNNNN NN
O o © DO OU=ELLDUD TP - O

6T.LD

LTLD
9TLY

€TLD
CTILY

804D

90LY

€0LD
TOLY

004D

969V
S69V

169D

© N~ © O
© 0 0 ©
© © © ©
D= oo

118D

8080
L08Y

wo8n
€089
o8V

66.LD
864D

S6.L0
Y6.LY

TBLY

98.LH
G8.LH

€810
T8LY
8LV
LLLY
€LLD
99.LV

%9.LD
€940

RLDWIDE

erDe

PROTEIN DATA BANK

W


http://wwpdb.org/validation/2016/XrayValidationReportHelp#residue_plots

4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 32

998V
798V

2980
798D
098Y

848D

£L6D

896V

9969
S96V

T960

6356V

LG60

4qgen

TS0Tn
T1S0TD
0S07H

8%0TH
LY0T1D
9Y0TV
S%010

®
£%010
[440%)
90TV
07010
6€0TD
8€0TD
LEOTD
9€0TH
SEOTV

€E0TH
® 0g0Td

YEOTY

6201H
0Z0Td
42010

L2010
920T1H
S20TN

81070
LT07D
9101V
STOTV
Y101V

010D
6007D
80070
L00TD
90070
S00TV

€00T1H
® <T00Td
® T00TD
0007V
6660
48660

S660

£66D

60110

LOTTD

o

00TTD
660TD

F

%6010

60TV
16010
06070
6801H
880TH

98070
8070
%8019

18019
080TV
6.07H

LLOTD
907D
SLOTD
%.01D
€L070
TLOTD
TLOTD
0,070

890T1H

€9070

19019
09070
65070
850TH
LS0TH

6LITV
8LTTH
LLTTD
9LTTY

TLTTD
OLTTV
69TTV

€9TTD
211D
19710

SGTTH

€4T11D

0STI0
67110
811N
LY1TD

YPTTID
EYTTD
[443%)
%110

1921V
0SgTV

(474 %)
%21

LETTO
9ETTV
SETTN
YETTO
€ETTH
ceTIN
T€TTD
0€TTO
6221V

92TTd
STTTV

€2210
[444 %)
12219
0221H
67210
81CTO
L1210
912T1H

13145
01210
60210
80210
L0TTH
902TH

v0TTY

C0TTH

66110
86TTD
L6TTD

|

9CTETD

€1ETN

TIETD

60€TD
80€TN
LOETN
90ETY

Y0€TD
€0ETD

66CTY
86CTD

962TD
£62TD
262N
T62TH

88TTY

€8TTD
28TTD

08CTY

LLTTD
9.TTH
SLTTY

TLTTD
04TTD
69CTV

99CTD
S9TTH
%9210
€92TD

06€TN
68€TD
88ETD
LB8ETD

Z8ETD
T8ETN
08€TN
6LETD

LLETY
9LETN
SLETY
DLETY
€LETD
TLETN
TLETD

69€TD

LOETD

QEETD
PEETD
EEETY
TEETY

0EETN
62ETY
8CTETD
LTETD

08%TD

LLPTD
9LYTD

YLPTD
ELVTV
(A

69%1D
89%TV

19919
09%TV
639710
S9v1H
iy

TSYTV
0S¥%10
67710

LY%1D

a*“ﬁu
8EVTH
LEVTD
9EYTN
SEVTD

[434%)

62710
8THIV
L2710

191D

61%1D

LI%1D

EIPTV
cI%10

S0%TH
Y0%10

101D

86ETV

|

CT6ETH
T6€T0

LTSTO
9TSTH
STSTH

€TS8TH
[444 1)

6TGTV
81GTV
L1GTD

$1910
€167V
c1810

11919
01810

€0GTV

T0STD

6671V

L6%TD

i

88%TH

: 16S RRNA

e Molecule 1

2%

Chain CA: &

13%

51%

31%

8%0

9%D

LD

8110
LTTD

vrIn
€T1D

011D

S0TH

by
=)
-
[

o)
o)
(&)

©
o2
[

[ =3 =] 0
0 N DO 5]
S5O0 (2]

— o 0 ©
© © ©
(=] =3=]

.o
RER
(TR )

89D

|
L

802N

861D

i
3

%610
€610
[ 4311}
DI6TH
41670
d161D
aretn

g167D

%910

00€V

9620
S62C0
v6Tn
€62D
88cV

98¢H
¥82H

082D

LL2d

Ll

TLTD
0LV

8920

9gzn
felerai)

[4:141

LETD
9€TH
S€TO

[4%4)

0€ZH

STTO
j 4]
£zen
czen
1220
0ZzH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 33

08€D

9LED
SLen
vLeEY
eLEY
TLED

0L€0
69€0

L9€EN

1

L%ED
9%€D

4441

THED
oven

TEED

TEED
0€€0

T0ED

v9%D

9990
¥S%0

TSvY

8YvY
LY%D

SPHD

¥¥%0

9T%H

14541

0T%d

60%D
80%V
LO%D

Sovn
v0%n
€0%0
c0%D
T0%D

66€D

T6ED
T6€D

68V

S8€0

£8EY

8€9D
LESD
9€90
SESY

CTESY

0€9D
629D

LTed
92390
jet4cii)

34

0TSV
6790
8190
L19D
918N
ST9D
%790
€190

8090
L0980
908D

L6%0

8%D

YL9D

9890
989D

189D
083N

890

S.9D

989D
94890
%990
€89V

089D

Tved
199D
0%9D
6€SY

€499V
ce9n
199D

6%9D

L%90

S%90
w999
£%90

on

8€9D

£€9D

T€9D
0€9D
629D
829)
1299
9zon
S29D
%290
€290
2Tov
2oV
0290

L7199

079D

79.LD
€940

881D
LSL0

SG6.LD

T8LD

081D

6T.LD

LTLD
9TLY

€TLD
TILY

804D

90LY
€040
0049
690
969V
S69V
169D

069D
6890

LESD
9€8D

€80
£€e8n

8T8y
Lg8n
928D

vc8d

128D
0z8n

ST8Y
718V

218D

078D

808D
L08Y
908D

€089
2c08Y
1080

66.D
86.D

S6.L0

T6.D
06LY
68.0

98.LD

*

T8LY
8LV
08.LY

8LLD
LLLY

€LLD
TLLn
TLLD
0LLD

3

Y16V

0160

606V

9069

€069

0480
698D
8980

S98Y
y98Y

2980
798D
098Y

848D

I

0880

® 6.60

€L6D

896V

9969

L%0TD
9%0TY
S%0TD
o YRRV
€%0TD
ZH0TD
TvOTV
0%01Tn
6E0TD
8E0TD
LEOTD
9E0TD
SEOTY

€E0TD
DEOTD

VEOTY

620TD
001D
(A0} 9]

920Td
ST0TN

L10TD
910TY
ST0TY
YI0TY

010TD

CITID

60710

LOTTD

i

€0TTD

00TTD
660TD

F

%6019

T60TY
T60T0
06070
680TD
880TD

980TN
S80TN
%80TD

801D
080TY
6L0TD

LL0TD
9L0TD
GL0TD
vL0TD
€L0T0
TLOTD
TLOTD
04070

890TD
L90TY

€90TD

T90TD
090TD
6G0TD
8G0TH
LG0TD

2801
TS0TD
0G0TD

0811V
6LTTY
8L11D
LLTTD
9LITY

TLITD
0LTTY
6971V

€9T1D
29110

GST1D

€GT1D

08710
6%110
8¥11IN
L¥T10

YPIID
€%T1D
[449 0]
T¥110

SETIN
YETID
€ETTD
CTETTD

® 8CIId
® LT11d

qzTIn

€CTTV
TN
Tcrin

L
9TT1D

SYTTV
¥9CI0

e
[oiZas

LETTD
9ETTY
ggTIN
YETTO
€E€TTH
ceETIN
T€TTH

11210

60CTD
80TTD
L0TTD
90TTH

Y0TTY

20TTH

66710
86T1D
LBTTD

L

€6T1D

88TTV
L8TTD
98T1D

¥811D

6621V
86210

96CTD
€6CTD
z6TIN
16219

88CTY

€8TTH
28TT0

0821V
6,21V
8.T1N
L1210
9.TTH
SLTTV

€.TTH
TLTTD
TL21D

6921V
89CTV

S92TH
y9T10
€910

F

64210

[ ]
9STTV

¥STT0

@® <TSTIv
TSIV
0821V

YLETY
ELETD
TLETN
TLETD

69€TD
89€TH
LOETD
99€TD

E9ETY

® VOETD
T9ETH
09€TY
6GETD
8SETN
LSETY
9SETH
SSETH

CSETD
18€10
0SETY
6YETY
8YETN

SYETN
YHETD

CTYETD
6EETV
8EETH
LEETD

SEETD
veETD
E€EETY
CEETY

0€ETN
62ETY
8TETD
LTETD
9TETD
STETD
vTeTy
"

1CETD

9TETH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 34

[444%)]

9EFIN
SEVTD

[4572 %)

62710
8THIV
L2710

£€THID

12919

® B86ETY

€6ETN
TBETD
T16€10
06€TN
68E€TD
88E€TD
L8ETH

T8ETD
8€10
08€TN
6LETD

LLETY
9LETN
SLETY

eraey %)

€CSTH
2TSIN

6TGTY
8TGTY
LTISTD

Y1910
€197V
21810
TIG1D
01810

TOSTD

6671V
86710

169190

88%1H

98%1H
98710
¥8¥%10
€871V
871D

08%1D

LLPTO
9L%1D

YLPTD
ELVTY
TLPIN

69%1D
8971V

YovID
£9%T0
[4%iA%]
T991D
09% TV
6S%T0
SSPTD
YSvID

LTSTO
9ZS8TH

e Molecule 2: P AND E-SITE TRNA(FMET)

2

©

—

32

~

<

2

©

™
BN
Yol
3\

WM

]

o

<

&)

%0

) CED

0€d
629

9T

wen
€20
(44
1144

€10
(43
T
07D

8n

9D

10

g
g
=
m
=
=
<7
z,
et
=
™
=
[—
9 2
= 8
A
z,
<1
ol
N
e .
= >~
g =
m-: s nma
zLY M =
LD ° @)

SLD
¥L0

TLY
TLD

+

S9D
%99

[4:)
190

68V
88V

98D

¥sn

0S8N

©
<
>

k4414

€20

1141

vimn
L1D

[4%]

(i) o™
(L] (2]

0

e Molecule 2: P AND E-SITE TRNA(FMET)

31%

16%

48%

35%

Chain CZ:

~
©
(&

09on

LSY

0 ©
0 10
-II== ©

190
0sn
67D

Eig)

evY

%0
07D
6€D

LEY

9en
SEY

[40)

0€Dd
629

9T

wen
€20

1144

€10

1334
07D

© ©
© =]

e Molecule 2: P AND E-SITE TRNA(FMET)

+

TLY

©
©
(&

16%

42%

43%

Chain CY:

SLD
¥L0

LY
TLD

*

%99

29D
190

88y
LSY
939D

¥sn

0S8N

9%

k4414
£vY
[44]

0%D
6€D

oen
SEY

92
STD

€20

1144

v.iin
L1D

o m D
[CRLNS] (2]

e Molecule 3: MRNA

63%

7%

15%

11%

4%

Chain AV:

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 35

ocy
610

STV

MRNA

70/ o

e Molecule 3

63%

1%

7%

32
[}
-

Chain CV

L10

30S ribosomal protein S2

STV

e Molecule 4

9%

7%

52%

33%

10%

Chain AB

S9D ®

® <TEM
TeTd
0ETYH

L2171
oT1a

€TTY

TCTT
8111
L1173
9113

E€TTH

TT1Y

LOTL

voIN
€0TL

TOTH
007D

861

a6b
H6N

6L
T6d

88Y

9831

v8d

8y

® 18A
081

8.Lb

€LL

(]
cocd
1021
0021
66TX

9611

¥6Td

T6TS

06TL

88TV

98TV
S8TI
78TA

0871
6LTH

9L13

ELTV

+

6913

L91d
991d
® S9TA
w9TA

T9TI

LSTH

9671

30S ribosomal protein S2

€49TYH

8YTA
LYTH

SYT1
448!

(4291

@ 6€tTA
8€TT

9ETA

veed
€€cs
cged
Tecd
0ETA
62CA

LTTD

seey
244}
€CI
7221

61CA

® L0TV

e Molecule 4

<s0za
bocN

9%

8%

< 10
10 10
B

51%

12%
. 32%

Chain CB

vou
E9N

791
09a
693
891
L84
oGy

[4cty
191

b

LYL

28

(479
e T¥I

6€1

9gY

{4

62y
8cd
Led
9zd
ferdls
(43}

{448

9TH
(e

¥10
€1V

711
011

~ (<)
>IH

TETN
TETd
® O€TY

L2371

® 10TH

T6d
061

88Y

983

v8d
€8I
[4:1
181

8Lb
LLY

® ELL
LD
TLA

89I

0021
661X

9671

¥61d

261S

06TL

® 881V

98TV

S8TI

€974
® <TS1d

® 8¥Ik
LYTH

SPT1
441

(4291
TP1E

6ETH

seTh

6ETA
8€TT

9ETR

® 7Pvead
£€TS

1€cd

sgev

o
NS
o o
H o

12271

30S ribosomal protein S3

61CA

L1icH
91TS

[434)]
e 1ITI

80TI

S02a
70CN

e Molecule 5

cocd
T02I

14%

7%

47%

31%

™
-
©

5%

Chain AC

[4:p8

08y

528

SPA

€71

o7y
6€I

R LDWIDE

9ea
Sed

Sy
™
]

o
™
]

T€H

[
I3l
B

©
IS
&

wev
€TR
[44:}

612
8TH

131

8I
Ld

SI
.S
eN

O

PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 36

YETI

CETH
TeTY
0ETA

161
063
684

98A

e 18I
€84
283

@ L0TA
@ 90cH
® S02d

€024

102X

3

S6TA
Y619

T6TL

68TV
8811

b

T8TI

08TV
@ 6.7¥

9LTH
SLT1
¥L1d
ELTA
L1
TL1D

69TV

LOTH

30S ribosomal protein S3

e Molecule 5

6%

14%

7%

48%

31%

Chain CC

o
©
a

694
894
LST
948a
GGA
jz°L!

o
0
|

08Y

528

el
SPA

€71

0Py
6€1

9€a
Se€d
e

[4>9¢
T€H

o
N
B

< ©
IS ISl
< &

€TR

PETI

CETH
TETH
0ETA

STT11

[} 062

98A

78I

L0TA
® 90cH
S02TH

3

TOZX

86TA
L6T1D

S6TA
%619

C6TL
T6TL

68TV
8871

9LTH
SLT1
¥L1d
ELTA
cL1Y
TL1D

69TV

LOTH

¥91¥

€91V

LSTI

%918

[4:19)
TSTA
0GTY

8¥1d

SY1D

TPIA

9€T0
SETH

30S ribosomal protein S4

e Molecule 6

8%

49%

42%

8%

Chain AD

e L9I

o 9ou
S9Y
%91
€93
(4]

093

841

9GA

{41

0gy
674

Eid]
%)
£H

%D

8EX
LEd

SeY
ved
E€EW
TEY

-
™
©

6cd
8¢S

920
ST

® €20
{448

0813
67TV
8¥TA
LYTV

+

9€Td

YETA

CETH

+

9TTI

€CTH

TCTA
0ZT11
61T
8TTH

9TTh

v1Td

® CTITA
TITY
01714

80T1
L0oTH
90TA

w0TA

60cH

LOTA

€0TA

1

661N
86TA

9611
S6TV
611

681d
€810

[4:1%')
T8TH

6L12

9411

ELTH

TLID

3

L91D

30S ribosomal protein S4

vo1V
€973
2911
TOTN

6574
8STIL
LSTT
9814

€974
2S18

e Molecule 6

2

=)

N

©

<

N

o)

<
X
o
=

@)

=

o=

<

~

@)

oY
092

89T

9GA

[4:1

oSy
674

LYY

feidi]
)
e ¢£vH

D
0%d
6€d

® L&d

SeY
ved
€EN
CEY
TE€D

6cd
8¢S

92D
er4:s

€2
(448

0
—
(5]

99
SI

0S1d
67TV
8%TA

9€1d

YETA

CETH

+

9Tl

€CTH

TTIA
0TT11
6110
8TTY

9110

231
€118
CIIA
TIIV

80711
L07d

$0TA
€0IN

G598
$9'T
€9)
z9b

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 37

£0TA

L

66TN
@® 86TA

9611

%611

68Td
88711
L1874

€81D
[4:1%'8
18T

6L72

9LT1

ELTH

TLTD

3

L91H

30S ribosomal prote

o1V
€914
[4:1%)
TOTN

69T
89TI
LSTT
99T

€97
{415

in S5

e Molecule 7

6%

7%

L
=

11%

42%

40%

Chain AE

SLL

3

TL1
0Ld
694

T9%

L83

o [ ]
el [roT]
5] A

Eidd
LYY

e &bd
%)
€51

T¥A
8eh
BEA

€EA
CTEA

gy

1144

®
8TY

©
—
=

2 -
© )
=] |

e v
® EII

[4724%)
770

6€TT
8ETV
LETH

€ETA
CETY

6211

LTIN
92TYH

€211
{4
j145
0ZTL
6111
8TTI
L11a

STTA

€11V

01711

LOTYH
907d
SOTA

(494

+

96d

(48

98Y
4989

T8A

08I
6.3
8LH

SGTd

e Molecule 7

€48TY
ceTY

8YTA

Ly1a
YTV

344

in S5

30S ribosomal prote

2%

7%

10%

43%

40%

Chain CE

9LI

3

19X

L83

€41
[4:LS

0ga

Svd
%0
€Y1

T¥A
8eb
BEA

€EA
CEA

e
10
Iy
~

i

A S
(4249
910

6€T11
8ETY

€ETA
CTETY

6211

LTIN

oTTH
STTS

€CT1
[4qxs
TTIH
0Z1L
6111
8171
L11d

STTA

€11V

(9%

LOTH
907d
SOTA

(494

+

96d

(4’8
16T

681

98Y
489

Z8A

08I
6.3
8LH

S9T1d

e Molecule 8

€91
{4

8¥IA
L¥1a

S6

30S ribosomal protein

2%

—
5%

48%

® O O
0 0 ©
S o

48%

Chain AF:

3

TLA

693
89d
L9N
9931
S9A

191

0Sk
i
SPT
iadl

TvE

6€1
8€d
LEA
9gY
SEY

€EX

0€T

+

£TH

12T

~ )
— -
© =

711

cid
TN
07T

LN
9A

28

e 101V
00TN
66V
86T
L64

06A
L84
984
18I
08y

6LT

LY
S.1

S6

in

30S ribosomal prote

e Molecule 8

49%

48%

O/O
B

Chain CF

3

094
6GL
88D

08X

ovd
SP1
%0

6€1
8€d
LEA
o€y
SEY

€EX

0ET

+

£eH

12T

611

L1S

q1a
P11

¢id
TN
071

LN
9A

{23

10TV
00TN

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 38

in S7

30S ribosomal protei

e Molecule 9

6%

49%

47%

Chain AG

9GTH
SqTYH
2128

(444 )
TSTX
0GTY

8YIN

TYIA

8ETH
LETH
9ETH
SETA

€ETH

TEH

8TIV
LTTV

Tl
0Z1I
6174
8TTA

STTH
411

TT1Y

80TV

30S ribosomal prote

901D
SOTA

[4axs
TOT1

G8%
78N

in S7

e Molecule 9

6%

48%

48%

Chain CG

08I
6%I
8vY
L¥D

Sva

£vd

152}
[ia}

0€I
621

LTI

9STH
GSTYH
2128
(414
0GTY
8YIN
TYIA
8ETA
LETH

9ETH
SETA

€ETD

TEH

8TTV
LTTY

STIH
® 7¥TI1

12TV
@ 0TI
6174
8TTA

ST7Y

Aa1

T11Y

901D
SO0TA

[4axs
TO0T1

30S ribosomal protein S8

e Molecule 10

7%

46%

46%

3%
L

Chain AH

185
981
a8y
€81 ¢
1 2
081 2
9.d
mhn
mmx
09y 8eTH
691 LETA
83k 918 o
| .54 €D )
99% $ETI N
£ETT
o
8k L2T1
1 9zTH
oo [ |
€99 gzTE
(42t A
1 1210
681 0ZTL 0
1 6111 wn
ae1 8TTA
L119 g
[«B]
9TTH L
[amrs | @]
FITL =
Lems | P
TITT —
335 S 0
0TTY m 1)
6071 o N
feom | &
LOTT s}
o=
—
N
jaw]
o
R
= |
263
L6 o nWw
1 =
€6A O O
264 < a
o o
= z
68d <
Lo 88y ° ©

S8Y

€8I

08I

9.d

€La

894

094

986y

[4:[¢S

{104

6TA
81Y
LTL

4%
€11
[4%:

0TT

9I

3

[

8ETH
LETA
9€Td
SETO
PETI
E€ETT

LTT1
9TTH

€213

1210
0TTL
61711
8TTA
L11D
® 911Y

HITL

(439}

01TV
6071

LOT1

¥0TY
€0TA

30S ribosomal protein S9

8631
LBA

e Molecule 11

£€6A
264

68d
88Y
18S
981

13%

11%

53%

34%

Chain Al

69D
89D

® 99Y
® 99A
® PoL

9V

634
8GY

94T

¥4d

081
6%d
8
LYT
oY

8eh

~
™
B

Sed

£€d

62N
8TA
LTL

sy

44
£€TN

LTA
91Y

e 7©IA
€1Y
(4%
114

64
8D

+

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 39

o
)
IIIIII " ..II

88K
180

e Molecule 11: 30S ribosomal protein S9

981
8y
£8Y

o 0 © -
~N~N N o
oHA= H

-
~
0

23%

10%

53%

34%

Chain CI:

TTh

0zTY
61TV
8TTY
® LITH
9TTH

PIIR
ETTY
(4325

60TA

LOTYH

S0Td

€0TL

e Molecule 12: 30S ribosomal protein S10

T0T4
00719
661
86d
L1631
96'1

1

T6L

881
180

981
8y
® €84

-
©
=]

® 6.1

LY
SLa
YLI
€LD

TLS

7%

11%

©
0
=

49%

31%

22%

Chain AJ:

69N
89H

094
6GS

v9d

L

Tod

1€D

8T

9Ty

{44
€CI

e Molecule 12: 30S ribosomal protein S10

00TL

7%

.

11%

46%

34%

24%

Chain CJ:

® O00TL

861

G631
v6A
£69

© © =3
© © o
£ | =

)
©8b

28I
8L

6.4

e Molecule 13: 30S ribosomal protein S11

9LN
e i

5%

Chain AK: -

12%

7%

49%

32%

4458

TCTd
0gTY

ST1d
12278

T11a

80TI

€071

T0TS

660

L6Y

S61

e Molecule 13: 30S ribosomal protein S11

164

12%

6% -«

49%

33%

12%

Chain CK:

D E

O

R L DWI
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 40

L9a
991

vov
€91
29b

69K
84d
LSL

i’y
At

[4h}

05X
6%D

¥¥s

L19

STV

341]
431
1Y

®

&
3]
-
=

121d
0ZTd

STTd
PITA

171a

® 80TI

€071

1018

660

L6Y
964

263
T6d
06D

II.
30S ribosomal protein S12

® T8A
e 18a
08A
6.8

I: Qo '.:I
E o =
e Molecule 14

69Y

¢ 9%

10%

51%

28%

3%
=

Chain AL

vED
ey
[4%
1€d
0€d

8CD

ved
€TA
[4a8
61X

LTA
91N

(42

80
LN

SL

10% + 9%

¥C1d
£CTA

TCTL
0z1d
6TTR

L11S
9TTH
STIS
A22

(431

-
49%

60TA
801D

Y0TA

00TA
661
86H
L6L
964

76D
€6d
26T

FQI
©

=

31%

0
@
~

30S ribosomal protein S12

€81
28A
T8A

8%

+

e Molecule 14

6LH

LLD
9LT

YLH
€LD

Chain CL

891

¥2d
€A
(4o

611

30S ribosomal protein S13

LTA
9TH

80
LN

SL

¥C1d
534 9')

1211
0T1d
6TTA

L11S
9114

4228

(4941

60TA
8019

¥0TX

00TA
661
86H
L6&
964
S6A
76D

T6'T

S84

€81
28A
181

6LH

e Molecule 15

LLD

i22:4

™
N~
[

89%

7%

9%

47%

37%

11%

Chain AM

TLY
TLY
0LT

89D

1,93
991

09A

941
it

[4sts
TSY

671

Lva
528

b

6€1

TN
Ty

o 7%

8%

8TTV

49%

9TTL

®

o
=
-
5

30S ribosomal protein S13

— < Emn © O
Q Q D0
5 5 (=]

35%

061
68D

(]
® L8k

16%

89

Sy
©
it

e Molecule 15

Chain CM

bLA

89D
L93
99T
[ ]
mw>
991
S99y
JEa
f4cicy
T8V
| oz 811TY
671 Lo
o8y 9711
A
oPa
[} S
42
® £l
01
6EI [
1 ® 20T
® <ced [ ) 664
oI ® 86
) L6d
_.______ 5
‘ e
§CI
i44) 764
€T 061
(445 68D
B
L8k
e 61T | e
81V 989
1 %81
1A | esa
281 T8N
229’1 181
CIN 08y
T 6.1
01d 8.1
61 LLN
8d 9LY
T Ly
[ ) 9D PLA
o v [ O
[ I oLy
€Y 7.4
{41 0LT

30S ribosomal protein S14

e Molecule 16

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 41

13%

5% o o

44%

48%

-
N
>

Chain AN:

o™
eI ~ -
o X H @ e

LTD

e Molecule 16: 30S ribosomal protein S14

aca

£TY

)
-
o

¥1d

5% + o

49%

43%

16%

Chain CN:

SPY

£%0

TP

6cd

120

GTA
0
€Y

TCTA

614

ST
¥1d

)
-
=

(41

[ ]
o
-
<

«
.MI

2!
€4

e Molecule 17: 30S ribosomal protein S15

8%

49%

42%

°/ o

Chain AO: ®

3

¥od

9%H
SPA

1S

6€T

LEN

8ch

88Y
181
989
981

+

e Molecule 17: 30S ribosomal protein S15

6.4
8LL

vLa

0LT

49%

43%

2%
Chain CO: ™

SPA

YT

A4S
0%s
6€T

LEN
9€I

€EL
[4°9¢
1€1
0EY

LTA
9T

s

T2a
814
L1714
91Y

€10

TTA
(5]
6b
8)

98

L
€I

® 884
181

4981

+

e Molecule 18: 30S ribosomal protein S16

6.4
8LL

bia

6%

6%

56%

33%

9%

Chain AP:

€834

D O
N~ © o
>

0
~
5

—
~
[

e Molecule 18: 30S ribosomal protein S16

© o
© ©
ae

6%

5%

57%

33%
33%

Chain CP:

©
©
a

WO RLDWIDE
PROTEIN DATA BANK



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 42

€84

e Molecule 19: 30S ribosomal protein S17

6%

8%

51%

35%

%o

Chain AQ: "

%9d

T9S

09I
691
894

9GA

¥3D

Lvd

SYH
44l

[428

(028

© N~ © O
Mmmo0m
H X @ wn

=) -
o ]
£ P}

LT
9zh

vca
€TA
(448

0ZL

8TL

9Th

o O MO - M DONO0OOIEM
I;I:; szlssgmssa e
e Molecule 19: 30S ribosomal protein S17

i
£1a
{43

0@~ ©
=]

[NV
oo

TLd
0L4
694
894

6%

9%

48%

38%

8%

Chain CQ: T

79d

C98

09I
6GI
8Gd

9GA

b

Lvd

SYH
44l

[428

(i
6€S

® Le¥
® 9¢I

1€71

6CH

LTd
9zh

e ¥CE
€TA
(448

0ZL

8TL

91h

4!
€10
(45

861
L6S

€60

061

881

981

81
€80

e Molecule 20: 30S ribosomal protein S18

84
089

LLA
9.1

E€LA

20%

7%

42%

31%

5%

Chain AR: -

v8)u

184
08d

LLD
9LT
S.I
22X

LY
0LI

e Molecule 20: 30S ribosomal protein S18

20%

9%

40%

30%

14%

Chain CR:

(X X )
©
@
=

08d
6.1

e Molecule 21: 30S ribosomal protein S19

LLD
9L1
S.I
¥4

TN
0LI
69L

L9V
99T

16%

14%

42%

35%

26%

Chain AS:

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 43

TvA

® 6gtl
8€ES

(]
©
[}
-

€EL

I\l < © o
] Il I3l ]
= - B4 £

0z1

)
—
>

811

(]
o ©
- -
a =

(%

=
=

Sy
0

e Molecule 21: 30S ribosomal protein S19

29%

16%

o
)
<

14%

42%

26%

o
o
-
a

Chain CS:

€9L
T9I

b

LGH

[}

©
0
o

bl
3D

TSA

® 8¥lL
LYH

e TvA

® 8€S

@ 9gY

® €€l

® e

[448

0c1
811

L13
91T

e 014

ks

e Molecule 22: 30S ribosomal protein S20

7%

— o m.
© ©
[Z =]

9%

56%

28%

6%

Chain AT: e

L9V

S9x

€€I

SOTS
e %011
@ €E01d
@ <¢01d

661

L6Y

S6Y

€63
T6'T

060
684
88A

984
S8

£8Y

8%
084
6.4

LLY
OLY

E€LH

e Molecule 22: 30S ribosomal protein S20

7%

8%

57%

21%
28%

Chain CT:

® L1y

STY
A%
€11

cTV

011

69D

L9Y

e Molecule 23: 30S ribosomal protein Thx

1%

52%

81%
33%

Chain AU:

e Molecule 23: 30S ribosomal protein Thx

1%

52%

89%

33%

Chain CU:

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report

Page 44

(42}

o
Sa
D
ex
(4]

Bacterial peptide chain release factor 2 (RF-2)

e Molecule 24

10%

e 991
(]

v
£vE

51%

e
€ed
z€I

0€4

® 87D
LgH

STV

® 2N

34%

20%

Chain AX:

£6d

-
[
5]

0000000000000
o w
=3 o
=] =]

681

S8

8LT

YLL
£.a

TLL

694
89T

99y

ks

€L1d

TL1d

14
09es
6920
89TL

SGTA
%92D

[4:14)
192D
08zd

i

SYTH
47448

[4749
1374
07T
6€CH
8€TH
LgTd
9ETH

veTn

3

ogeca

9ged

| sged
¥eer
£2TA

81cd

ja14
£12H

60ca

PEEN

TEEN
@ Teey
@ 0e€ed

8TEA

® 9¢es

11431
geed

b

61€d
81€I
L1€d

@ ST1EA

@ <2Tlgd
TIET

@ 608)
80€1
L0€d
90€d
S0€d

€0€X
2c0ex
TOEY
00€d
6621

9621
062
6821
88TV

98¢

€8¢

08cs

LTl
TLTI

69TL
89¢d
L9271
99CH

e Molecule 24

$9TA

292A

8.Led
@ LLEV
[ ]
@ GSLEA
vLed
€Led
CTLEL

694
89¢Y

feielons
YoEM
£9€3
29€T

89€1
LSET

79e1

T8eed
TSEQ

Bacterial peptide chain release factor 2 (RF-2)

6%EA

9%ed
gvea
PveEH
£vey
ThEN
THET

6€EL
8EEY
LEEH

24%

52% 9%

34%

Chain CX

STTV
YCTH

® ITId

6111

i42%)

cTia
1171
01Ty
60T

9072

%011

20Td
TOTH

S6d

i
b

261
o 163
062
681

1

S8T1

[
~
=

(N ]
<+
~
B

€La

TLL

[
©
]

o0 o000
N~ o
© © ©
@A m

LN J
o0 0 ©
© © © © O
neR=<

€671

06TX
68TV
88TN
1813

1870
08TV
6LTA
8.1a

9LTD

€L1d

TLTd

6911

SHTH
449

® 0€cH
6ccd

eeI
€TTA

81¢d

4148
€1

60ca
80cd
L0td

0Ty
€0TA
20z
Tocy
@ O0O0CH
66TA
861D
LBTY

S6Td
v61s

® €EEek
@ <TgeN
Teen
0gea

8TEA

® 9TES

veer

@® 608Y
80€T

90€d
@ S§0€d

COoeN

T0€Y

6621

9621

88TV

9821

€824

1820
08zS

(kAN
® T.TI

69CL
89¢d
921
99CH

®
w9z

@ B8.LeH
@ LLEY

SLEA
vLex
€LEd
CTLEL

69€Yd
89€Y

SOEN
voen
£9€d
CT9ET

8GEI
LGET

SGEN
$9€T

TSed
@ 1Sed

@ 6%el
@ 8¥%EN

9%€d
Sved
423:)
E£veY
TYEW
7€
@ 6€EEel
@ B8eeY
hmm_._

e ¥Yeen

R LDWIDE

O

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report

Page 45

: 23S RRNA

e Molecule 25

3%

Chain BA: .

17%

48%

31%

@
©
=]

o
© ©
B o

~
[}
)

98y

TSD

€en
{40
T€D
0€D

9TH
el
44

—
©
[

ST10

[AR11)
TITY

901D

E0TV

o
o
=1

O —mmd © ©mm
o o D O D
D= S BB

©
Y
[

£8D

w o 0 o
N
T OB =B

eLY

0Ld
69D
89D

S9D
wov

i

S6TV
%670

T6T10
16TV

810
%810

[4:13)

081D

8.1
LLTD
9LTD

YLD
€LTD
TLID
TLTD
S9TNn
910

910
§8T10

{44 %]
1810
0810
67TV

SP1D
i44]
E€%10
[44%)

A04TD
X04TH
M0LTD
10420

10429
S0.2H

00420

%9¢d
€920
4144

13:14

L

{444

6ecn

9€Td
geen
YETD

TETH
1€20

e 6gay
1441

0ZeH
612D
812V

0ZEY
61€D

91€0

S1€D

cred
TIEY

60€D

70€d
£0€0

662V

162D

782N

414 4
[ ] 182D
082D

9Ley

DELTD

TLTD

viizn

86€D

s6en
v6eY

26€D

06eY
68€D

L8EN

498€0
v8eN
£8EN

T8€D
08eN
6.ED

bley
€Len

L

499€D
VG9€D

FEIED
agoed
DE€9€D

VE9ED
zoen
T9ED

@ 09gd

L

9G€D
GS€d
baed

ovey

€EED

TEEY

TLYY

69%D

99%Y
S9%D
4%}

To%0
T9%D
09%V
6870
88%D

98%0

i2id

80%D

TO%Y

66€D

9%90
avsd

6€9D
LESD
9ESY

vean

Scsn

€290
TTsd
12sD
0TsH
6130
819D
L1980
9190
SISV

1180

® 808D

905D
S0SY

€08V
COoSY

008D
6670
86%D

96%D
S6%D

£6%D
454

¥8%0
£8%V

8LYV

9L%D

199
179D

3

46099
Y609V
809V

S090

869D
L6SN
965D

650

69D
169D
068V
6890
8840
1890
989V

£89D
289D
189D
0890
6.9D
8LSV

%L9D

TLSY

049D

8940

3

SLOV
%.9D
€L90

899)

§990

£99)
T99)
199D

85990

0890
6%9D
8%9D
L%9D

S%90
Tyov
EYoV

0%90
6€£90

9€9)

SSL0
¥9L0
€80
TSLY
TSLY
0S.V

vPLD

ov.L0
6ELD

9ELD
SELY

€ELD
TELD

8690
1690

§699
v6on
€690
690

8890

Lzg8n
o8N
ST80

7180
€180
2180
T80
0180

808D

9080

£080

1

86.LD
L6LD
96.LD
S6.LD

06.LD

88.LY

98.L0

8G.LD

T8y
0%80
6€80

-

£esn
TE8D

0€8D
628Y

£960
296D
1960

656V

LG6Y

9660

€86V
286D
18960

6%60
8%6D
L%6D
976D

%60
£v6n

626D

oT6V

126D
0Z6D

S160

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 46

9€0TH
SE0TN
%€01D

L

6201V
8Z0TY
20TV
® 92010

%2019

1201V
0201V
61070
mﬂmﬂu
€T0TD
C1010

0TOTY

|

9007TD
S001D

€007D

F

8660

£66D

886Y

L

£86Y

186V

6.69

LL69D
9160
G169

£L6V

L

6960

L9690
9969

907D

%.01D

SYOTV
%010
€%010
[449%]

8LTTD

E€LTTD
TLTTD
0LTTD

99TT1)
S9TTN
Y9T1D
€9T1H
(423 %)
19110
09TTH

9STTV
SSTTV
YST1D
€STTD
CSTTD
TST1D

SYTT0

EYITV

[4430)
15439
0%110
6ETTH

9ETTH
SETTO

6CTTV
8TTITV

STTTH

LTITTD
9TT1D
STTTD
YIT1D
€1110
[433%)
TTTTY

807710

90TTH
SOTTN
%0710
€0TTV

i474%)]

T9CTIV

6€TTH
8€TTH

SETTH
YETIN

TETTH
1€T1D

0ZTTY
611D
81CTD
L1210
9121H
S12TH
Y12V

(434 %)

60CTH
80TTD

90TTH

10210

66110
86110
L6TTH

S6TTH

T6T1D

68TTV
88110

i

98TTH

6LTTD

€6CT0
[ 445
16210

L8TTV

S821H
¥8TIV
£8CTTH
T8TIN
18219

8LTTV
LLTTH
92TV
SLTTY
vLTTY

0L210

L9210

£9210
(494

LSTTO

00% 1D
66€TD
86€TD

88ETH

8YETH
LYETD
9YETH

¥HETD

L9%TD
99%1D

8G%10

i
44

08%10
6%%1D
671V
8Y¥ID
LY%TD

SPPI0
vy
4441
€YPID

6EVTY
8EYIN
LEPTD

YEVTV

{4545

0E€%1D
62%1D

9THID
STHID
17445

81%1D

L

9T%1D
STPI0
Y1%1D

(454414
TI%10

80%TD
LO%TD
90%10
S0%TN

20%TD
TO%1D

@® 9gsTv
o sesmn
¥ESTD
E€ESTD
T€S10
0€STH

8TSTY
LTSTd
9TSeTH
4]
¥TS1d
£23910

12919
02810
6TSTD
8TS9TD
LTISTD
91810
STSTO
vI910
€18TD
[Asi ]
TISTY

80871V
908710
S0S8TD
%0510
€0810
208T1d

[452%)]
169190

L8%1D

LLYTY

YLD

TLYTY

wsin
0%STd
6€STH

LESTD

T69TN
16910
0691V
6891V

98910

8910
€8910
891D

i

LLOTY
9.9TV

€910

6991V
8991V

9991D
S99TY

T991D

849910
L8910
96910
G691V

L

8291H

991D
92910

€291D

091D

9T9TY
ST91D

€191D

28LID
T8L10

6.L10
8L.L1I0

TLLTD
TLLID

69L1D

L9LTD

99,70

Y9L1D

6%LTY
8%L1D

€9L1D

YELTD

8TLID

humﬂn
0TL1D
momﬂb
90.10
momﬂo
[{A L]
TOLTY

66979

S691D

£€6910

£48TY

ﬂmmﬂb
8¥8TY
h#“aq
P¥8T0
€%8TD
ZH81D

0%81D

8E8TD

YESTN

CTEBTD
TEBTD
0E8TD

8C8TH

928TH
ST8TY
»28Td

T28TV
0z81n
618TY
81810

£18TD

TI8TD

88LTD
LB8LTY

PE6TO
€E6TD
CTEGTY

8CT6TY

9T6TN

€T6TN
TT6TD

0T6TD

L1610
9T6TY

CI6TY

LO6TD
906TD
S06TD
Y06TD
£06TD

TO6TV

E
1

8681N
L68TD

76810
£€68TD

068TY

|

988TD
S88TY
88TV
£881D
881D

088TD
6.8TD

TL8TY
TL8TY
04870

981N
€98TD

8G8TD

a8ty

0002H
66670
866TD
L66TD

06610
686TD

L86TD
986TV

1861V
086TD

LLBTY

SL6TD
YL6TD
€L6TD

696TV
896TH

v961D

T961D

89670

SE6TD

0902V

880CY
L30Ty

v302Y
£802H
2802H

0S02D

9%02TH

S%020
¥%02D

RLDWIDE

cyoTy
%020
0%02D

vE0TN

0€0CTY
6202H

L

S20T)

002D
9002)

2002H
1002V

0O
PROTEIN DATA BANK

erpBe

W



wwPDB X-ray Structure Validation Summary Report

Page 47

YeTTY

LTTTV
9T1TH
STTTH
2141
€1120

@ 60120

9072H
S0TTd
¥012D
€07120

%6029

0602H

180TH
98020

%8020

[4:114
18020

6,020

60TTO
80TzN

S0TTH

0612H

881D
L812H
9812H
§8120
¥87CH
€8T1T0
T8T1TH

08120
® 6.120
® 8.LITD
LLTTD
9L1TY

vL12D

0LTCTY
691CY
8912H
L9120

® 99712D
¥972D

® 0912)

LSTZH

® §9128d
¢mmuu
1912H
0g1en
6%12H
8%1TH

¥viIen

® Gerey

18220
082TH

8.LTTY

cLeen
T.TCH

89zTY
L9gTy

L

£9220
(41441
19220

652TH
88TTH

922D

18229
08zTH

8¥%cTd
VA744)
744
eiz441
vheen

[4744)
132441
0%TTd

8€TTH
LETTH

v€TTd
£ecen

1€2C0
0€TTH
622Td
82TTH

¥TTTd
671CTH

F

L1TTH
912TH

67€TH

LYETO

SYETH
vheen
£Y€TO

15244
0%€TH
6E€TH
8EETH
LEETH

SEETY

ceeTn
T€€TH
0€ETH
62E€TH
8TETY

STETH

€TETH

12€TH

61€TH
8T€TH
L1€TD

STETH

(42141

0TETY

€0€TH
C0ETH

662TH

86TTY

S62TO

98TTY

0Z%Td
6172

9T¥%TD
STHTH

115441
0T%ZH
60%2H
80%2N

S0%2H

£0%2D

Toven
00%TH
66€TD

S6ETO

£6ETY
26ETY

68€TH

S98€TO
Y8ETH

L

6.LETH
8LETY
LLETY
9LETY

YLETD
E€LETD

TLETD
0LETH
69€TY
89€TD
L9ETH

S9€TH
¥9€TD

ToETY
09€TY
6S€TO
8SETH

SSETO
YSETD

cSeTy
TSETH

6.%CD

€Lven

0.%2H

89%2H

S9%TO
79%TD

29%Tn

09%2n
6S%TY

96%2D
99%¢H
i)
£a%ey

0S%ey

9%%TH
SY¥TH

£9%TO
[47474]
T¥¥C0
0%%2d

LEYTN

145441

62%2H

08STH

L

SH3TH

0%52D
8€9TD
Lggen
9€8TH
9€49TH

2TESTH
Tesey
0ESTY
8csTn

€28TH

3
i

61520

9182D
491820
v192n

21820
11820

60STD

66%2D

L6¥Ty
96%2D

v6%2H

£0929

10920
009TY
665TD

9692Nn
S69TD
%6920

16620
0639cY

L889TY
98920
4a89zn

08s2Nn
6.9TD
8.8TH

9692n
96920
692D

989¢H

4989¢H

£8920
892N
18920
08920
6.L9TV
8L9TD

€L9TD

8992H
L9920

S992Y
992D

99Ty
T99¢H
099zY
646929

989zn

£992n
2S89TD

0892n
6%92n
8%920
L¥92n
9%920

¥¥92d

T¥92H

8€92H
Lg9zN

61920
8192D

L9.LTD

T9.2H

8G.LTY

9G6.2D
valen
€6.LTY

6%.LTY

L%LTD

S%LTO

TvLTO
TvLTV
0%LTY

8ELTY

YELTY

TELTD

62.L2H

F

STLTY

€TLTD
TTLTD
TeLeY
ozgLzn
6T.LTD
8T.LTH
LTLTD

qo0.Lgy
70420
€04TD

T0.20

66920
8692N

S%8TH

2%8TH
9820
0%820
6€8TD
8€8TH
LEBTD

SE€8TY
vE€8TH

ze/TN

4141

£e8Ty

608CY

[
@ ©082D
[
@® T08tH
L]
L]
@ 86.20

o L6len

@® S6.TD

@® T68TY
T68CH

48%

o - M ~ O oo
®mmm mm oS
B O VD OO

98820
v88cN
£88TY
88TV
18820

8.82N
L1829

S.8T0
.8T0

T.82D
04820
6982D

23S RRNA

e Molecule 25

17%

31%

3%
L

Chain DA

vov
£90n

T9D
099

LS80
98V

78D
0sn

+

£%D
70

9¢h

SETH

TETD

6210

13

1344

L11D
9110
ST10

€T1D
TN
13344
907D

€01V

660
869

969

69

T6Y
060

€80

-
©
[

6.9
8LV

9.0
G.L9

eLY

04D

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

=
—_
@)
o
Q
a'at
s
—
<
g
=
=
n
]
Q
=
<
=
I
=
5]
o
=
+~
<O
=
—
+—
N
=
D
>~
as)
A
[al
E
=

Page 48

602D

2610

is
3

L81D
981D
G81N
%810

81V

TSy

8%¢H

9%2d

jaz41

viZ4]
6€eTn
8ETH

9€TH
qgTn
YETO

TETH
T€TD

(144

L

(X441

(44]
612D
81TV

[414)]

8T€0

91€0

vi.leon
10.2H
X0.2H
MOLZD

A0LTD
N0LTH

S0LTH

00.20

18¢€D
08€N

+

8L€0
LLED

bLeY
€LEN

L
I

g99€0
V¥S9€ED

HEQED
agoed
0E9ED

® Veoed
® 79N
19€D
09€D

LGEY
96€H
feleoh]
¥9€D

0veEY

8€E€D
LEED

veed
€E€ED

Lged
oTeD
STED

LYV
98%0

1S90

0S%D

9%%D

15441

157%47°

8E¥D

[454

TePN
0E%D

8THV

£THV

06EY

L8€N

S8€0
w8en
£8€N

€290
2Tsd
728D
0Tsd
6180
819D
L1780
918D
STSY

1180
018D

@ 808D

908D
S0SY

£€0SY
20SY

188D
089D
6.L9D
8LSY
LLSD

SLSY
9490

TLSY

049D

898N
L98Y

298N
1969
095D
699D
899D
880
999D

6%9D
8%SY

veSN

Gazen

2199
T190

46099
V609V
809V
090
9090
S090

voln
€TLd
oLy

80.LD
LOLD

004D
669V
8690
L1690

7690
€690
2690

889N
1890

89D

2899

0899
6.90

3

SLOV
vL9D

899D

808D

908D

£080

108D

L6LD
96.L0
S6.L0

T6LD
6.0

88LY

-

€9.LD

TOLY
09.LH

8G.LD

§G.L0
%9.L0

[4:7A )

0S4V

¥9LD

ovLn

880

L8980

968D

678V
8%8D

T8y
0%80
6€80

£esn
{45

628V

9z8n
§280

i

0Z8Y

+

€396V
TS6D
156D

L%6D
976D

796D
£v60

0%6D
6€£6D

LE60

L
t

SE€60
7E6D

626D

oTev

1269
0269

816V

S160
%160
€760
T160
116V

606V
8060

9069

8CTOTY
LTOTY
® 9201

201D

20TV
0zOoTY
61010
810TD

€10TD
21010
T10TD
0T0TY

900TD
S00TD

007D
TOOTV

8660

886V
1869

£86V

LL6D

960
SL69D

L6V

TL6D
0.60

8969
1,960
9969

£960
T96D
1960

6356V

LS6Y

966D

S60TV
76070
€60TD
26010
T601D

@ 6801D

980TV
G801V

18010
08010
6,010

9L07D

vL01D

0L0TY

o
@ 8901D
® L90TV
@ 99010

Sy0TV
901D
€%010
(40 )]

9€0TD

SE0TN
YE0TD

620TY

1
99110
S9TIN
Y9T1D
€9T11D

9110
09T1D
66110

9GTTY
SGTTY
YaTID
€4T10
[Aha ]
TST1D

SPT10
EVITV
cviIn

wrin
0%110

L

9ETTH
SETTO

0€TTN

L6070
9601V

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4Ve67

=
—_
@)
o
Q
a'at
s
—
<
g
=
=
n
]
Q
=
<
=
I
=
5]
o
=
+~
<O
=
—
+—
N
=
D
>~
as)
A
[al
E
=

Page 49

114a%)
0TTTV
61CTD
8T1CTTD
L1TTO
91TTD
STTTD
YICTY

80TT1D

86110
LBTTD

S6T1D

T611D

6811V
88110

98T1D

6.110
8LTTD
LLTTY

YLITY
€LTTD
TLTTD
0LT1D

LIETY
9T€TN
STETD

Z1eIN

0TETD
60€TD
80ETY

€0€TH

£€62T0
62N
16210

68210

L8TTY

S8CTH
v8CTV
€8TTD
z8TIN
18219

8.T1V
L.T1D
9.TTV

9G6T1H

YSTTIV

LBETD

T8ETH

2T9ETD
TOETH

8YETD
LYETD

PPETD

F

oveTNn
6EETD
8EETD
LEETD
9EETY

EEETD

TEETY

8CETD
LTETD
oTETN
STETD
YCeETD
€TETN
TETY

6TETD

mm“ﬂu
PevIn
€SPTY

0S%TD
6%%1D
a6%TY
8¥HTD
LYPTD

S¥HTO
ayyTv
444
mwmﬂu
6EVTY
8EVIN
LEVTD

SEPTD
PEVTY
€EVIN
TEVTD
TEYTN
0EPTD
6CHTD

9THTD
et44 0]
1440

6TVTY
8TVTD

9THTD

[a544)
T1%10

80%TD
LOPTD
90%1N
S0vTN

00%1D
66€TD
86ETD

P6ETN

68ETD

LTSTD
9TSTH
STSTH

[432%)
161D

|

L8%TD
987 TV

¥8%1D

LLYTY

2545

TO9TD
00970
66STD

|

€6STD
26STD
T6STH
06STN
689TD
889TD
L8STY
989TY

9.S8TN
SLSTO

899TD
L9STY

S99TD

P81
0%9TD
6ESTD

LESTD
@ 9EaTv

PESTD
€ESTD

TESTO
0ESTD

82STY

T89TH

Cwn

LLOTY
9L9TV

€L970

6991V
8991V

99919
S99TV

19919

89970

999710
SS9TV
veoTY

8%910

6€9T0

9€9T1D

€€9TH
mmmﬂ<
62910
8C9TH
LT9TH
9T9TH
ST9TD

€29TH

0291H

8191V

1910
Y191V

909T1D
S09T0

E€8LTV
T8LTD
T8L1D

6LL10
8LL10

SLL10
YLLTID

TLLTD
TLLTD

L9L1D
99410

79LTD

T9LTD
0S41H
67LTV
8YL1D
EYL1D

YELTD
E€ELTD

8TLID
LTL10

0TLTD
60470

COLTD

6691D

9691H

¥6910
£6910
26910
16910
0691V
6891V

98970

%8910
€89T0

898TH

Y981V
£98TV

79810

8¥8TY
LY8TV

¥%810
£¥810
cv81H

0%81H

L

7EBTN

TEBTD
T€8TD
0€8TD

8T8TH

9Z8TH
ST8TY
¥C81D

0Z810
6181V

%1819

11819
0T8TV

68LTV

8T6TY

9T61N

£261N
2T61H

868710
L68TD

%6810
€68T0

0681V

L

98810
G881V
¥881Y
£881H
28810

6.810

TL8TV
TL8TY
04810

%9810
€981H

002D
900D

200TH
T00CY
0002ZD
66610
866TD
L661D

L

£6610

06610
6861D

L86TD
9861V

%8610

1861V

LLETY

SL6TD
vL61D
€L61D

0,61V

8961H

9961V

%9610

19610
0961V
63961D
88610
L8610
98610
SG61N
%9610
€861V
[4:(144

0S67D
6761D

SP6TD

Zh610

E
L

0.02D

89020

9902D
S902D
%9020

0902V

8G0CTY
LG0TV

vaocy
£50TH
2S0TH

05020
6%02D
8%02H

9%02D
S%020
%020

choTy
90z
0%02D

LEOTH

veozn

0€0TY
6202D

L20Td
920Td

6102V
8102H
L1020
91020
ST0TY

10TV
102D

F

¥vicn

SETTY
23441

0€TCN
62120
821T)

etq14]
¥TTTh
€TTTH
czien
1212H
0Z12H

A%
9T12H
STTTH
23141
€1720

60120

9072ZH
S0TT)
%072D
€0720

13

[4:14
18020

6,020

LL0TY
9,020
§S.020
vL02n
€L0TD
TL0TH
TL0CY

L1TTH
91TTH

60220
80zzN

(44

0672H

88TC)
L81TH

8L12T)
LLTTD
9LTCTY

¥.L120

L81TH

S41TH
%3129
158
L]
® TS1Td
0S120

6%1CH
8%1TH

98TTY

18220
082TH

8.TTY

9.TTH

cleen
1.L22H

k

92TV

|

£92TO
[41441)
19220

682TH
88¢Td

¥92ed

i

08zTH

8%2Td
VAZ44)
9vTTH
sveen
vveen

[4744]
152441
0%2To

8€TTH
LETTH

veTed
e£gzen

1€220
0€TTH
62TTH
82TTH

¥TTed
612TH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



wwPDB X-ray Structure Validation Summary Report

Page 50

vSeTH
£39€TH
cTseTy
TSETH

6%€TH

LYETD

SYETH
vhecn

TvETH
0%€TH
6E£ETH
8EETH
LEETD

SEETY

zeeTN
TEETH
0EETD

STETH

€CETH

T2ETH

67€TH
8TETH
LTETD

STETD
Y1ETO

[41:341

0TETY

C0ETH

0Z%Td
61%20

L1%2D
91%2d
ST%TH

60%2H

80%z2N

66€TH

S6ETI

E£6ETY

T6€CH
06€TN
68€TH

S98€TH
¥8€TH

L

6.LETH
8LETY
LLETY
9LETY

YLETO
€LETH
TLETD
TLETD
0L€TH
69€TY
89€TH
LOETH

S9€TH
Y9€TH

TogTy
09€TY
6S€TO
8SETH

SGETO

¥9%2D

coben
T9%¢D
09%zn
68%Ty

96%2d
ety 0]

SYHTH

£%%2O
[447a)]

ggsen

6%52D

S%9¢H

154t4
0%82D

8€820
LgsTn
9€STH
SESTD

£eSTY
TESTH
Tesey
0€STY

8cgTn

928TH

€28Td

i

61920

ST8TO
1520
€182D
21820
115820

6092D

96%2D
S6%CH
v6%CH
£6v2n

2192D

092D

S092n

£092D

T092D
0092V
66STD

96920

S0LTY
70420
€04TD

T0L2D

66920
8692N

96920
96920
692D
£69CY

£8920
892N
18920

L9.2D

voLey

T9.2H

8G.TY

SS4TO
valen
£6.LTY

TSL2H

672V

L¥LTD

S¥.L2D

T¥LTd
152%4 1
[i7x4]

8ELTY

YELTY

TELTD
TELTH

62.LTD

F
1

gcley

€2LTd
2TcLTd
119%4
oglzn
61.2D
8TLTD
LTLTD

£48T0
TS8TH
TS8CV

9%82H
S%8TH

ch8TH
982D
0%82D
6€£82H
8€8TH
LEBTH

vE€8TH

zesTn

£28TY
2T8TH

1820

T182H
0182V
6082V
80820

70820

@® T08TH

@® 86.%0

@® S§6.TH

T6LTH

68.20

18120
98.Tn
S8.LTO
¥8LT0

e Molecule 26

T8LTH

68TV
T682H
68820
88820
.88tN

98820
882N
£88TV
88TV
18820

6,820
8.8tN
L.8TH

S.820
.820

6982H

99820
99820
v98TH
£98T0
2T98TH

098TY
658TH

a8TH

55 RRNA

10%

32%

Chain BB

£1Y

LT1D

110
011D

L010

{4 %)

007D

TLD
040
699D

: 55 RRNA

e Molecule 26

5%

10%

51%

o < ©
o S <
(SR <

33%

Chain DB

™
o -
2] <

S90
790

290
T9D
090

© o
0 0
II.‘ =

96D
6N
i2hl
€39V

19D
089
6%0

L%

ovn

ven
€€D
(40

0€D
62y
820

STV

zen
12D

L1D

w0
€D

LTTD

T
0TTH

L0T0

S0TH

{49 %)

007D

1

508 ribosomal protein 1.2

e Molecule 27

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 51

11%

© o M
0 © ©
) -

50%

36%

3%
L

Chain BD

8931

o1

9869

et

[4:t
TSA
0SL
671

L%D

PhN
£vd

TES
ey

[ =]
N @
o |

~
o
2]

I
ract

8TA

as

T1s
T1d

61
8d

o

9zTh
9z1I
%z1d
€21V
(4414

611V
8TTA

91Th

S0TI
%01k
€074
® <CT0mY

L6&
96H

¥8L
€84
[4:39

08Y
6LA

LLY
9.d

2%
ELA

1.0

694

€12
(4143

0T1ZH

80T

9021

v0cI

TOCH
00za

3
i

781y
€87
2811

LLTT

vLTI
ELTA
CTLIA

0LgI
69cd
89z
L9zS

¥92x

€920
TSTH
1929

6¥cd
8%cS

e Molecule 27: 508 ribosomal protein L2

[444s

612d
8T2H
L12H

10%

©
I
©

51%

36%

O/O
B

Chain DD

o o
© © ©
ol

)
Ire}
£

it

[4et
T8A

671

L7

a4\l
£7Y

%D

8€N

9€d

[43
1ex

62d

LTL

I

tac

8TA
LTL

v1d

[
~
=

(4
11d

6%

LY

Sy

€A

8ETA
LETd
9ETI
GeTd
YETH

ZETd

0ETY
6CTN

{49}
¥T1d
€eTv
(441

611V
8TTA

9TTd
STTD

€TTA

807d

S0TI
Y01k
€07Y
(40 %’s

L6A

761

68S

8L
€83
(4229
18V

LLY
9.d

7LD
ELA

1.0

694
89%

€1cH
(4143

0TZH

80Ty

9021

v0cI

TOCH
00za

3

781y
€874
2811
LLTT

E€LTA
CTLIR

0L1D

8974

2918
TOTL

66TV
86TV

96TV
SGT1
251%)

671¢d
8TcH
L12H

STT1

e Molecule 28: 508 ribosomal protein L3

6%

10%

45%

44%

Chain BE

89V

99H

wou
€97
29d
ToH
09N

8GY

SSN

Sy
fre)
=4

-
0
%

8%h
LYA

SHL

€D

™

SPTIA

EVIN

LETH
9ETH
SETH
PeTI
EETH

€TV
0€TH
6CTH
8TIS

jz4 %]
E€TTV

IIIIiIIII
45%

0TTH

LTTH

b=
[
-

®
o
&~
=

oLy

10%

T02L

86TA
L6TI

S6T1

88TA
L8TV

T8T1
1871

6.73

9LTI
SLTA

44%

LT3

89T

e Molecule 28: 50S ribosomal protein L3

99TL

14%

09TX

b

9GTI
SGTH
1

CaTI
@ ISTX
L]

Chain DE

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report

Page 52

vou

® €4d

e 184

8%l
LYA

SHL

va
52

6€d
8EL
LEY
o€y

€EA
2ed
T€D
8TV
@ LTT
o oz |

€A

81d

ST1d
PII

TIH

€D

™

EYIN

LETH
9ETH
SETH
PeTI
€ETH

TETY

6CTH
@® 8TIs

LTTH
9TTA

TTTY

70TA
€0T1d

T0Td
o0ota

964
961
v6d
£6A

T6A

680
88D

o8N
84

8y
T8I
083

vld
€L8
TLA

0LY

89V

6.12

9LTI
GLTA

TL13

89TH

50S ribosomal prote

9971

097X

9GTH

GSTH
A1

TSTH

e 1§71k

SHIA

10%

50%

=t
—

11

36%

3%

e Molecule 29

Chain BF

9L

0
~
]

SOH

€9

6GL

LGA

SS9

€9L
[4sp
TSL

8hL

©
<+
~

(44
114}

(4%}

LSTA

SGTT

€STS

8YT1

SvTd

55444
(47471

3

8ETH

9ETL
SETA

EETN

6214
8TTV

STT1
¥CT1
€TT1

911d
STTV
PITA
EITV
CTTI

gozh
zozd
66TH
96711

S61a
P6TH

691N

LOTY

11%

0 © [ w
© © ~N N
= = <@ =

48%

in L4

37%

50S ribosomal prote

3%

e Molecule 29

Chain DF

€931

o
0
>

§89
it
€91
(45
T1SL

8L

9P

g

ow%h

9EA
S€d
veEM
€€1
[4°9¢

-
)
5}

62N

ged
21

144}
1144
021

¥1d
€18
(4%
TTA

09TN

LSTA

GST1

€4TS

8%11

Sv1a

44
[447:)

8E€1H

9ETL
SETA

EEIN

6214
8T1V

ScTl
¥C11
€211

911a
S1TV
PIIA
€11V
TN
13334

80Ty
LOTH

GOTA
4058
€0TX
201d
TOT1

169

88A
§8D
78A
€84

6.0

9LD

081D

8L1d
LLTY
9LT1

508 ribosomal protein L5

ELTA
CTLIM
TL1d

69TN

e Molecule 30

LOTV

€9TA
2911
1912

990

7oL
€91

091
694

13%
-

98y
s
ks
€971

08y

8

0
S
m

8TH

25%

18%

v1a

(423

©
I~

Chain BG

621D

*

aTrd
veis
€TIN
[44 1S

® 0211
611D
8T1TYH
L1174
911d

€1TY
21ld
T
0TIV
60TA

LOTT

SOTH

o «
©0 o S Oommo
[N il =
mEEH 5]

- o m © o AN M S
© © © © O D O o
Moo H A m

@ LSTI
9GTd

»a1D
€97y

8YTW

9YTA

YP1L

c¥1d
1714

6ETT

LETH

SETT
PETD
€ETT

® TETR
0OETN

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 53

508 ribosomal protein L5

e Molecule 30

17%

13%

60%

25%

Chain DG

7oL
€91

091
694

98V
SN
¥sa
€91

e Tk

IS
E€TIN
[44 1S

0Z11
611D
8TTH
L1174
911a

€17Y
CTid
TITT
01TV

LOTT

SO
7012

TOTI
00TH

864

o M
© ©
=

~
~
-

9.LS

o000 0
-
@
IIIIII==

250

LY
TLL
0LA

89d

990

L9173

SOTL

€91V
C9TL
e T9TL
® 097A

LSTI
9G1d

¥91D
€£48TYH

08Ta

8YTW

9YTR

j4429

(44
T7Td

6E€TT

508 ribosomal protein L6

LETA

SETT
YETD
E€ETT

e Molecule 31

TE€TX
0ETN
621D

STTd

12%

9%

52%

26%

20%

Chain BH

® T9H
® 09¥
654

GSd

Lt

ZSA

6%A
8%H

ovd

[ X N )
It}
3
B4

T2d
ocy

11429

6112
8T1d
L11d
9114
STTA

CTid
TTTH
0T1S
® 6014

90TL

2OtV

+

86T
L6Y
96V

® Y6k
€69

0631

881
181

a8)
78S

- ®
) 0
5] -

®
A O R
SEENSNN
AHE = <>

OLL
694

197

@ 0.7¥

891d

v9T4

€9TR

8GTH
LSTR

¥41d

ety

8YTI

4470
[5a1]
[44%)
15478
(07498

Le1d
9€TI

50S ribosomal protein L6

YEIS
EETA
(434"}
TETA
0eTd
6CTL
8C1d
LT13
9T1d
STTA
44X

e Molecule 31

N
&
o

10%

53%

9%
24%

Chain DH

(428
TOH

® 09¥

[
I}
~

0
0
%

By
fre}
~

67A

(44
TYi

6€d
8€S
LEA

GEA

€e1
ced
T€D
(0125’8
6cd
8¢H
Leyd
9ZA

1CTI

6113
8T1d

® CIid
® TITHH

L64
96V

61

€69
=
L]
[
]

¥91d
eami

o
2]
i

881
18T

® ¢ 10
© © ©
7

P
@
=

9LA
SLY

<
~
=

o
~
-

TLT
0LL
694

L971
99D
S9H

€98

e L91F

S9TV
25299
€9TX

LGTA

cSTY

8¥1I

447
€710
[44%)]
TvIA
(045}

LETA
9ETI

50S ribosomal protein L9

YEIS
€ETA
CETYH
TETA
0ETY
6CTL
8¢1d
Lg1E
9¢1d
GTTA
495

e Molecule 32

89T

SOV

£9Y
(428

093

14%

i

£3Y

08y

8va

52%
®
©
B

9Ty

£¢d

@ T2A

®
o
-
&

8TA
LT0
919

32%

o
0
=
=

(4%

11%

01d

N~ ©
moa

ST

Chain BI
(XN X

TH

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 54

SOTH

1011

L8%

447
EV1S
(47478

0711

e Molecule 32

8€TI
LETd
9ETA

508 ribosomal protein 1.9

13%

45%

41%

5%

Chain DI

694
891

L84

0 o -II%-
< <
IM1

id

(AN
6EY

LEA
9EY
€1

Ced
T€T

~ =)
o N
~ -

GTL

£€ed

6TA

919
STA

cT1
TN

© o
A

ST
I

e ©vvIA
e¥1s
(4498
15458

SETH

[41-S

0E€TX

9TTR

€TT1

T6A
T6S

508 ribosomal protein 111

685
881
L8

89
£8Y

6.1

8LL
LLT

PLN

e Molecule 33

52%

12%

59%

30%

Chain BK

8TL
L1V

[ ea ]
LA
oy
SA

661

® L6D

[ ) g6)
e ¥6F

26D

0631
68H

o
)
<

°
°
e %81
°

—
@
<

[

<+
~
<

€.d
cld
TLL

@ L¥IV
e 9%ida

4478
£v13

6ETA
8ETA
o e |
9ETA
SETH
YEIN
€€1S

TETY

@ 8TIV

9TTH
STTY

€TTV
(444 )

508S ribosomal protein L11

e Molecule 33

73%

12%

58%

31%

Chain DK

® 09&

6%
8EA
@ LEd

GEN

® €EN
® <TEV

@ O€H
e 62b

e Ltl

@ Scd

®
O N 0o N
SRR
&S EoA <A
000000000 O0COCO
-
©
<

011

@
B

LA
oV
SA
A
el
[44

ETTV

® 0T11

8TTL
LTTL
9TTN
STT1
¥11a
€11d
CTTH

LOTI

e ©0OTA

TOTM

0631
68H
88Y

8T

e T9V

e L¥IV
e 9%1a

PPIA

6ETA
@ S8EIA
ol Le1d |
® 9€IA
SETD
YEIN
€E18
CETH
TETV

8TTV
LTI
9CTH
GTTH

50S ribosomal protein L13

e Molecule 34

7%

16%

13%

43%

2
N~
«

Chain BN

[47°8

8€T
LEA
9EH

R LDWIDE

ve€d

CTEA
®
0ex
6cd
8CTA
L2k
9ZL

O

PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 55

SETT
YETd

6CTH

LTTH
9TTA
STTV

€eTd

TCIA
0ZTY
6114

STTV

ETTH
(4958
TT1E
0TT1

SO0T1

c0tTd
TOTA

66S

L6Y

S6X
761

06T

€81

8y

T80

6.LN
8LA

vld
eLa
TLD

69A

L9d

©
©
[ 2]

T1STH

50S ribosomal prote

LY1V

€711
[474%S

0714
@ 6€11
@ B8ETY

e Molecule 34

® 9€Id

L13

11

16%

13%

44%

26%

3%
-

Chain DN

€9d

09¥%

YETd

6CTW

LTTH
9TTA
STTV

€eTd

1CTA

6114

L6Y

50S ribosomal prote

TSTH

€911
(47418

(A
6ET1
@ B8ETY

e Molecule 35

9ETD
GETT

L14

11

10%

48%

43%

Chain BO:

IIN
-

LY
S.LS

€La

TLY

99

<+
©
~

TOA

09Y

96a

3

TSA

i

6€1
8EA

SEA
YEL
eV
TEX

62N

LTH

ST1

€Ty
2T1

0ZW

L14

on o Eal 5] (=] [ 2]
e Molecule 35

COTA

664
86A
L6Y

T6d
161
06D

88N
181
981
S8A

£8Y
08a

6.4
8.4

508 ribosomal protein .14

9%

45%

+

46%

N ™
N
H o

~
@
5

Chain DO:

II“
-

OLY
SLS

L0

1LY

993

794

[4%

09Y

98a

674

Sva

6€1
8EA

SEA
YEL

Ela

e}
[
|

0z

LTY4

= 3':'3'2'3'
e Molecule 36

[4a %
T2TA
0ozgTa

L1171

STTA

L15

CTTW
T4

S0Td

20TA

664

764

50S ribosomal prote

1611
060

88N
181
98I

£8Y

08a

6.4
8.4

11

32
o

24%

45%

9%
22%

Chain BP

o o <+
= - -
[ - £

-
~
=

vou

it

10
&
A

©
2]
=4

©
™
£

€€y

0EL
62

e
N
©

< 10
a A
(S

€ed

0Z9

© o
A=

0
=]

oTTA
STTA
493

cTrd
1T

STT1

€TTH
CIT1
TITY
® OTTx

80T
® LOTY

R LDWIDE

® SO0T1

T0TA

~
@
a

481

£8A

18b

99D

O

PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 56

508 ribosomal protein 115

9FTA
S¥1d

0vTV

e Molecule 36

6%

0 ~ @ o
9 0 0 ©
o BB =

24%

47%

21%

o o <+
- — —
a < N

& -~
~ K ®
IIklII.-l= -

6%

Chain DP

™
0
©

SP1

@ o
«’IIIII¢
=] ©

(X )

9EN

€Y

0EL
6231
829

STs
(4]
£2d

114
02D

© o
o=

0
a

STTA
442

(44X
TR

6113

9T1H
STT1

€TTH
(4391
TT1Y
® OTIX

80T
@ LOTY

® SO0TT

TOTA

661

L6d

S6A
véd
€69
c6d
164

68V
88T
180

0
©
A

-
©
o

-~
~ O~
> n

999D
S9Y
vou
€9d

9FTA
S%1d

508 ribosomal protein L16

07TV

YETY
EETS
TETH

0ETd
62TV
8CTH

e Molecule 37

9TTA

« 5%

12%

57%

24%

6%

Chain BQ

29D

094

0 o
0 0
[

[ B S T
010 10 10
S = >

=
0
<

©
<
]

©
<+
=4

€hL
(4729

ovY

8€d

SEA

0€9d
624

9ZKk
sca
44

TCL
(4}

8TY
LT
9Td

€10

—
-
1

LW
94

LTTI

STT1

T2V
0gTI

® 6€1d
8E€1d

TETI
0ETH

8TTY

50S ribosomal protein 1.16

e Molecule 37

« 5%

12%

53%

28%

9%

Chain DQ

299

094

© o
0 0
o

+ 10
0 0
= >

€avY

o
0
=

o
D
-

8vd

9%l

€PL
(472

vy

8€d
LET

SEA

(4

0€D
6cd

9Tk

44

L
ocy

o ®
© @
5] =

~
=

T€TI
0ETH

8TTH
LTI
9T1d
Elay

0TI
6174
8TT1
LTTV
9114
STTH
IV

111E

LOTV

S0Td

E€0TH
COTA

007D

8.Ld

oL
SLL
YLK

0Ld
694

L9¥

994
91
€9%

e Molecule 38

6e1d
8€1d

L17

n

50S ribosomal prote

14%

54%

31%

Chain BR

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 57

o
~
=

994
991
7od
€94
(4224

09T

84D
L84

Savy
¥a1
E£GH

191

87A
PALS

i
1
£va

[0i28

8EA
LEL
9EL

YEL
£eY

44

1125

)
-
b=

50S ribosomal prote

L1714
9TH
§18
¥18

[4x
TIN

~ )
w X

0
5

e Molecule 38

8112

9111

€111
(4341

0T1d

801D

901D
S0TYH

€074

TOTY
0071

86T

964

761
T6D
S98d

i
€81

o
@
%

8LY
LLY
9LA

TLa
TLD

L17

11

20/0

10%

58%

31%

Chain DR

997
991

€94
(424

9EL

el

[44
1125

6TV

L14
9TH

¥18

[4x
TN

~ Qo
© @

e Molecule 39

8114
LTTA

€111
(4341

0T1d

801D

901D
S0TY

€074

L18

TOTY
0071
663

964
S6L
761
€69

680

S98d

€81

50S ribosomal prote

084

8.3

9LA
SL1

LA
TLa
TLD
0LT

11

2

(2]

—

.

N

<

-

2

©

<

32

n

mm 3\
o
—

[9p]

=i

o=

<

=

99T

€8S
[41

e oo
o o
&S
A=

LYL

3

£vE

wa

e 8gd
@ LEV

® S€I
® VEH
® €ed

® T€S

8CTA

a4
wT1
£TH

[
@Q
<

L

S6H

o &
@ O
X

© -
© =
a a

~
©
[}

EETN
80

50S ribosomal prote

[4:39
18D
081
9LY
EL7T

691

e Molecule 39

L9¥
99y
S9A
ks
€9L

L18

1n

. 13%

14%

3

47%

38%

24%

Chain DS

Q
©
S

991

€6S
(41

67A

®
N ©
& &
S|

£va

hn
&
(=}

8l
LEY

[fe}
)
H

YEH
€EN

-
™
%

e
Il
B

o 0000000000060 0000
<+ 10
A
= om

e
N
~

L
0ozy

® 8II

90T

€013
CoTV

00TV

691

L9¥
99y
S9A
o1
€9L

L19

1mn

50S ribosomal protei

e Molecule 40

2

o

.

EN

<

-

32

o)

<~

g

®
N
1)
-

=

o=

<

=

969

ey
€8y

9ETh

€eTd
CTETH

0ETV
62714
8ZT1d

9TTV

1271

61TY
81TYH
L11d

(]
(]
ETTH

T1TY
0TTI

80TH

® 9018

€0TYH

00TX
® 661

964

b

26D
164

68A

18d

6LH
8LT

S.I
YLy

CTLA

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 58

e Molecule 40: 50S ribosomal protein 1.19

16%

.« 6%

14%

42%

36%

Chain DT

671

o
<+ &
o

4
B

o
® m
M=

o
™
B

@ o
a @
Qo=

[ X )
©
(=]
=3

€eTd
TETA

0ETY
@ 627d
8214

9TTV

TCTI

61TY
8114
LT11d

ETTY

TT1Y
0TTI

807Y

90718

€07Y

00TX

o
[s)
]

® T6D
164

68A

281
T8d

6.LH

SLI

R
~
5

9eTh

e Molecule 41: 50S ribosomal protein 1.20

10%

53%

36%

4%
Chain BU: T

0L¥
69D
89V

99N
991
Y94

29I
TOM

88y
PAE

SGY

£9Y
{4t

0y
6%H

Shx
PPN

o
<+
<

0%d
6€1
8EL

98y

£y
ced

0eR

82y

92

+

[4x:

0Ty
6A
8A

b’}

€4
2d

683

98Y

[ ] 08I

9LL

7L

CLH

e Molecule 41: 50S ribosomal protein L20

S
©
~

*

-

ha

N

[0}

v

N

Yol

(3]
2
©
*

=

o=

<

<

O

L9V
99N

29I

P
©
=

@ LS4

0gy

e LITb
91TV

ETTV

OTTA

80713

SOTA

L

107Y

L 7%

© o o
© © K~
<O m

e Molecule 42: 50S ribosomal protein L21

7%
Chain BY: T

14%

40%

<+
<+
B3

43%

LLY
9L
SLd

TLA

994

el )

TSA
TSA

671

8€1
LEA

TeY

8cH

€cH
2TA

(Vs
611

<+ ©
- —
=4 [N

e CIk
e TI1d
(0151

L6%
961

T6L
16X

68h

L

S8y

8y
15229

6LA

e Molecule 42: 508 ribosomal protein 121

8%

Chain DV: T

12%

41%

44%

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 59

<+
-
=
®

o oo = o 0 © I~
© @ 0 > o D 0O O
- I3 = A H X

e Molecule 43: 508 ribosomal protein 122

[
~
=

8%

51%

40%

%

Chain BW:

TITH

801D
LOTT
90TI

COTH

00TL
664
8631

e Molecule 43: 50S ribosomal protein L22

961
G61
v6a
€6V

064

9%

52%

38%

4%

Chain DW: ™

3

894

L

TTTH

801D
LOTT
9071

COTH

00TL
664
® 86%

961
G61
e %6a
€6V

16D
064

8y
€831
® T8l

=
[
%

8.3

e Molecule 44: 50S ribosomal protein L23

5%

Chain BX: T

14%

49%

33%

TLa

3

-
-
%

[
A

0 ©
> a

e Molecule 44: 508 ribosomal protein .23

9%

14%

3

46%

36%

Chain DX:

S.LQ

€Ld

TLD

894

9SL

€931

® 08X

TEH

Lol
[ ]

©
&
H’

T1d

0 © )
= A

€64
261

681
8831

iz
£8A

e Molecule 45: 50S ribosomal protein 1.24

08I

8Ly
LY

D E

O

R L DWI
PROTEIN DATA BANK

W



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 60

9%

19%

39%

31%

L

23%

Chain BY:

LY
0LS

89H
197
99d

98

o
2
o gsd
® 2SS
e TSA
e 0S¥

®
© N~ o
R
oo

e Molecule 45: 50S ribosomal protein L24

®

<+
<+
A

D O w0 ~ =] o
N @ ® m M 5 <+
[ > = - 5] =

©
-
[T

711

o
oo
(=)

o
o

00TV

9%

19%

41%

27%

15%

Chain DY:

oV

Sy
©
5]

(4

® TSA
@ 0%y

8vY
AR S
28

<
B
-

o
K
=

0vE

® 8¢l
® LEA

e Molecule 46: 50S ribosomal protein L25

SEX

0EA
e 623

ST
A

0Zx
611
81D

L

711

o
-
© A

[
o
=

00TV
66D

G631

- oo
@ O O O
==~

@
©
=

0
0
=

™
©
B

83
089

TLA

-
~
53

0.LS

© N~ ©
© © ©
A m

9%

7%

44%

40%

8%

Chain BZ:

L

LA
€L0
LY

i
Ll

69L

S9b

©ON OmEN QO DO N M
o mmomS S
o > = ol = I R I

0ozy

9PTI
Sv1a
A%

LETI
9ETd

€ETI
CETN

0E€Td
@ 62T1S
@ 8CIA

9TTA
STT1
wCTI

0ZTI

STTD
P10

T1TA

80Td

90TH

v0T4

664

e lLeF

o 96n

® G6d
$63

3

T6Ss
1671
06A
® 684

98A
S8H

3

T84
® 08Y
® 6.

8L

3

@ 9813

1

e Molecule 46: 50S ribosomal protein L25

28TA

6.1a

LL1d
9L1d
SLTA

eLTY
TLIY
TLII
0L7L

vo1V
€971

T9TA

8G1d

99TH
SST1T

*

TSTH

8¥%1a

9%

8%

43%

40%

16%

Chain DZ:

LTV

98A
S8H

184
084
6.4
8.LY

3

wLA
€Lb
LY

9873

1

28TH

6.10

LL1d
9L1d

ELTV
TLIV
e TLII
0LTL

3

Yo1V
€971

TOTA

8GTd

98T
9411

+

TSTH

8¥1a

e Molecule 47: 508 ribosomal protein 1.27

9%1I
Sv1a
448

11%

9%

48%

32%

Chain BO:

D E

L DWI

O R

PROTEIN DATA BANK

W



4Ve67

=
—_
@)
o
Q
a'at
s
—
<
g
=
=
n
]
Q
=
<
=
I
=
5]
o
=
+~
<O
=
—
+—
N
=
D
>~
as)
A
[al
E
=

Page 61

[44]

TEA

62h

< mmn ©
- —
< o<

OTL

N o
@ ©
- |

181

+

S41
jZx!

e Molecule 47: 50S ribosomal protein L27

Tl

893
L9A
994

11%

9%

49%

31%

2%
n

Chain DO:

E€TA

8Ty
L10

v1Y

OTL

e Molecule 48: 50S ribosomal protein 1.28

€8d
8y
T8A

8LK

S.T
jiZx:!

cTLY

891
LOA
99A

10%

21%

43%

24%

4%

Chain B1:

£9Y

094

PAkS

[4:1
18A

L%h
9%1

¥vd
5528

Ty

6E1

LET

SEL

o
o, M
X B

0EA

L9

£TH

oz
e 610

STV

c1d

99H

e Molecule 48: 50S ribosomal protein L28

10%

21%

46%

21%

4%

Chain D1:

o
©
=

o
©
=

~
7}
=

0
I}
3]

4=t}
1SA

b

L%h
9%1

¥¥d
15528

@ -
® <
B3 [

LET

o ™ ¢ 10
o M mm
= BB

7}
I
i

£TH

0zy

)
-
o

0
-
<

CTd

o
-
i

e Molecule 49: 50S ribosomal protein .29

14%

22%

42%

21%

3%

Chain B2:

091

84V
LSI

0
0
5

-
10
~

LYN

10 ©
+
n o

-
<+
-

6EY
8l
LEA

4

E€EW
CET

o€y
62
8y

STA

e€e

oca
6TA
81d

ST
4%
€1v
213

011

q‘Im1
0 =

e Molecule 49: 50S ribosomal protein 1.29

14%

22%

46%

17%

6%

Chain D2:

O

R LDWIDE
PROTEIN DATA BANK

W



Page 62 wwPDB X-ray Structure Validation Summary Report

4Ve67

E12
A13
R14
K15
P18
vi9
E20
L32
M33
F37
Q38
A39
I41
G42
545
Q46
N47
A58

o ) O EE®O O O — 0 © N~ -
< © I~ - I3l N o N @ 10 10 O 10 ©
v > om =B £ = - ~ m o =

e Molecule 50: 50S ribosomal protein L30

12%
. [
Chain B3: 45% 50% T

[ ] e o0 o (]
- o N 0 0 O 5] O o o ~ O M o N~ 0 o LU TS Yo B o
- a n ©o @K O o A= o o o 2] o ™ 2] <+ S w 00 W W LW LW
2o MBEMAR Ho MaoaoX<aa A emE|a W AEA = = mEME=DaAER>H

e Molecule 50: 50S ribosomal protein L30
3%
Chain D3: - 48% 47% -

o
aa Ty elou o TR R3] Rlﬁ-ﬁ 3IE-$lEI$-Q-3.SIS BB 38 E.
= o x> -l = =] MO oK< =1 [ - -1 = -1 (=} =] = = o> ;> m
e Molecule 51: 50S ribosomal protein L31
2%
Chain B4: o 14% 5% 69%

V36
P37
A38
V59
E60
V61
C62

[ ] (]
=) [ Y= 10 ©
bt < el wn wn

e Molecule 51: 508 ribosomal protein 131

K64
C65

Chain D4: "o 16% - 69%

o
<+
-

By

©

B

e Molecule 52: 50S ribosomal protein L32
3%
Chain B5: - 33% 43% 10% 13%

[ ] (]
o — mm© ~mm e} ONEENO ~ QN 0O H W0 ©ON OO O

o 0 © I~ D A = o 3] M M R s s T T T

< ol [ S e a | (S XA AEEBE>0AEDS

e Molecule 52: 508 ribosomal protein 132
3%
Chain D5: ™ 33% 47% B AT

) — 0 ~
<+ 0 0 0
] > % H

V36
P37
A38
N46
var
V59
E60
V61
C62

C65

R20
H22
H23

WO RLDWIDE

PROTEIN DATA BANK



4Ve67

wwPDB X-ray Structure Validation Summary Report

Page 63

. . . I . £9d
° * L] .
B m | ¢ Bzl
S e zan & e zah N . 6ax
- 198 e 18 s 091 5 891
e 0%y e 0%y 693 - 1
e 6%H o 6%H 8q1
L emA | emA 01 o tam
o Ll o Ll £4d
ol ovH | ol ovH | 83 I
o avi apy £ad
P L o ¥ l 081
zak L e € ® ol o < i
N eliewm NI < ) 091 874
o Tvd P = ~ | eva LY
60 o 0w o 07 I 8vd o ow
8va ® 68k e 68k ° L9 1
Lvd osed o 8ed o L¥H 9v £vb
9%0 o LgH o lgH e 9% I R [ | 4t
avA ° ey ° & v o 91
L ° Hhd o LiW ) zh e it
€H ° e 9%A 171 0 6€x
Tvd £ex £ex ° o gbv e 0va 1
19d ® TEN ® EN b 63 o g
(32 o P T o o T&d ~H ~+ 1 Yo I o) I
| o 081 o 081 o o 684 o ° o °
L8 — ol — ol — — [ ) e o8y — gen
9£0 ° ° ° 163 °
l R L2¥ = L2 = o = i= ol = .
S |, emeam T B ememn e g I I
€60 o ¥ e g S SfS e s o o o o | ogeT o 623
| S MBS elwem o of®  elwm| & ° = e 161 = T€H = | 8oy
621 SN P @F o €L oF o, 1 o [ oeu | @F 2L
1 — e Ty — ® Ty — 129 — 129 — 623 — . ooed
g1 © e 71Tk © e 71Tk © N 1 © o 1 © s < soi
A g e oz g e oz g 2 2L g & 2L g i g | owmev
€Tl o e 61H o e 61H o . sou o ~ | seu o 14 [} £TA
zeH % CeTH % CeTM % o % e % o sz % zeh
| 1es 3 LT ) LT 3 e 1cy ) 124 ) ) | wev ey R 1
ozy = e 910 — e 910 — — = - £TA — EN STV
1 — qra — qra = = - @ zzh - Q i
L1a wn e %L wn e ¥IL n & e 81 wn 814 wn [ | [@p] 911
9Ty = ® €10 = ® €10 o o [ | =) 1 = 9TI e} 39
1 L0 ° L0 . ® L0 zTd 08 z1d 1O R aTy L0 | A
TIL .. < o 2 e T & T Lo 27 R eTy
oty o N e o ° - oty ~f oty 1O eTy o ® zT
4 10 e 61 10 e 61 10 6 0 6y 1O (454 0 1T
— KSR & e e e e o oo i
= = = L = L = 1 = o
o1 ) aa] ) A ) aa] 9b O A 9t 3) aa] 8y 3] A 1
qd < o < o < o aH < o g < o [ | < o 51
I e = e = e = L =} -3 L S = il S = i
£y gy e e
v = -~ = -~ = -~ (2 = -~ 24 = ] zd = = zd
L e @) ° O ° @) i e O s e o L e O [

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 64

wwPDB X-ray Structure Validation Summary Report

4 Data and refinement statistics (i)

Property Value Source
Space group P 212121 Depositor
Cell constants 211.24A  456.78A 618.71A .
Depositor
a, b, c, a, B,y 90.00° 90.00° 90.00°
. 49.95 - 3.00 Depositor
Resolution (4) 50.99 — 2.99 EDS
% Data completeness 97.3 (49.95-3.00) Depositor
(in resolution range) 97.2 (50.99-2.99) EDS
Rinerge (Not available) Depositor
Raym (Not available) Depositor
<I/o(I)>" 1.31 (at 3.01A) Xtriage
Refinement program PHENIX (phenix.refine) Depositor
R R 0.280 , 0.316 Depositor
» Phfree 0.285 , 0.319 DCC
Rfree test set 10486 reflections (0.92%) DCC
Wilson B-factor (A?) 56.2 Xtriage
Anisotropy 0.291 Xtriage
Bulk solvent kyo(e/A?), By (A?) 0.18 ,49.4 EDS
Estimated twinning fraction No twinning to report. Xtriage
L-test for twinning? <|L| > =043, < L* > =0.25 Xtriage
Outliers 0 of 1158087 reflections Xtriage
F,,F. correlation 0.89 EDS
Total number of atoms 301148 wwPDB-VP
Average B, all atoms (A?) 95.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 1.24% 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, 0.375 respectively for untwinned datasets,
and 0.333, 0.2 for perfectly twinned datasets.

WO RLDWIDE

PROTEIN DATA BANK


http://wwpdb.org/validation/2016/XrayValidationReportHelp#data_stats

Page 65

wwPDB X-ray Structure Validation Summary Report

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: ZN,

MG

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 | p\ (o7 #éy >5 RMSZ #ygzy >5

1 | AA | 056 | 1/36194 (0.0%) | L.1I | 109/56493 (0.2%)
1 CA | 055 | 1/36194 (0.0%) | L.10 | 110/56493 (0.2%)
5 | AY | 054 0/1832 1.03 | 2/2855 (0.1%)
2 | AZ | 046 0/1832 0.95 | 1/2855 (0.0%)
2 | CY | 054 0/1832 1.03 | 2/2855 (0.1%)
2 CZ | 0.45 0/1832 0.94 1/2855 (0.0%)
3 | AV | 0.66 0/241 1.33 27374 (0.5%)
3 | CV | 064 0/241 1.30 1/374 (0.3%)
4 AB 0.27 0/1935 0.46 0/2609

4 CB 0.27 0/1935 0.47 0/2609

d AC 0.27 0/1636 0.46 0/2205

3 CC 0.28 0/1636 0.46 0/2205

6 AD 0.32 0/1733 0.50 0/2318

6 CD 0.30 0/1733 0.49 0/2318

7 AE 0.30 0/1171 0.50 0/1576

7 CE 0.29 0/1171 0.50 0/1576

8 AF 0.30 0/856 0.49 0/1154

8 CF 0.30 0/856 0.49 0/1154

9 AG 0.30 0/1276 0.47 0/1709

9 CG 0.28 0/1276 0.46 0/1709

10 AH 0.31 0/1136 0.52 0/1527

10 CH 0.29 0/1136 0.50 0/1527

11 Al 0.26 0/1029 0.45 0/1378

11 CI 0.26 0/1029 0.45 0/1378

12 Al 0.29 0/807 0.49 0/1085

12 CJ 0.27 0/807 0.48 0/1085

13 AK 0.31 0/856 0.51 0/1157

13 CK 0.38 0/856 0.53 0/1157
14 AL 0.36 0/972 0.58 0/1301

14 CL 0.33 0/972 0.57 0/1301

15 AM 0.26 0/943 0.49 0/1265

15 CM 0.25 0/943 0.49 0/1265
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. Bond lengths Bond angles
Mol | Chain | o7 #Z| >5 RMSZ #Z| >5
16 AN 0.28 0/501 0.47 0/664
16 CN 0.30 0/501 0.47 0/664
17 AO 0.33 0/745 0.48 0/992
17 CO 0.32 0/745 0.48 0/992
18 AP 0.33 0/716 0.50 0/963
18 CP 0.27 0/716 0.47 0/963
19 AQ 0.32 0/836 0.50 0/1117
19 CQ 0.30 0/836 0.48 0/1117
20 AR 0.32 0/579 0.49 0/768
20 CR 0.32 0/579 0.50 0/768
21 AS 0.25 0/642 0.46 0/865
21 CS 0.25 0/642 0.46 0/865
22 AT 0.30 0/764 0.48 0/1006
22 CT 0.27 0/764 0.47 0/1006
23 AU 0.24 0/212 0.47 0/277
23 CU 0.25 0/212 0.45 0/277
24 AX 0.30 0/2926 0.49 0/3953
24 CX 0.27 0/2926 0.48 0/3953
25 BA 0.65 0/69437 1.22 | 337/108401 (0.3%)
25 DA 0.66 | 2/69437 (0.0%) 1.22 | 323/108401 (0.3%)
26 BB 0.53 0/2853 1.12 10/4451 (0.2%)
26 DB 0.52 0/2853 1.11 8/4451 (0.2%)
27 BD 0.46 0/2154 0.67 1/2905 (0.0%)
27 DD 0.47 0/2154 0.67 1/2905 (0.0%)
28 BE 0.35 0/1596 0.58 0/2153
28 DE 0.34 0/1596 0.57 0/2153
29 BF 0.37 0/1621 0.57 0/2194
29 DF 0.38 0/1621 0.57 0/2194
30 BG 0.28 0/1500 0.50 0/2017
30 DG 0.27 0/1500 0.49 0/2017
31 BH 0.26 0/1245 0.48 0/1682
31 DH 0.28 0/1245 0.49 0/1682
32 BI 0.31 0/1147 0.53 0/1552
32 DI 0.32 0/1147 0.55 0/1552
33 BK 0.24 0/1108 0.45 0/1500
33 DK 0.24 0/1108 0.45 0/1500
34 BN 0.32 0/1123 0.55 0/1515
34 DN 0.33 0/1123 0.55 0/1515
35 BO 0.38 0/942 0.56 0/1268
35 DO 0.35 0/942 0.55 0/1268
36 BP 0.38 0/1131 0.71 1/1504 (0.1%)
36 DP 0.40 0/1131 0.72 2/1504 (0.1%)
37 BQ 0.38 0/1084 0.60 0/1449
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. Bond lengths Bond angles
Mol | Chain | o7 #Z| >5 RMSZ #Z| >5
37 DQ 0.36 0/1084 0.59 0/1449
38 BR 0.38 0/974 0.59 0/1302
38 DR 0.36 0/974 0.57 0/1302
39 BS 0.28 0/778 0.50 0/1036
39 DS 0.26 0/778 0.48 0/1036
40 BT 0.37 0/1157 0.53 0/1544
40 DT 0.32 0/1157 0.51 0/1544
41 BU 0.37 0/982 0.53 0/1306
41 DU 0.42 0/982 0.54 0/1306
42 BV 0.35 0/790 0.57 0/1057
42 DV 0.37 0/790 0.59 0/1057
43 BW 0.36 0/901 0.56 0/1209
43 DW 0.37 0/901 0.56 0/1209
44 BX 0.40 0/739 0.55 0/993
44 DX 0.42 0/739 0.56 0/993
45 BY 0.33 0/788 0.57 0/1051
45 DY 0.39 0/788 0.59 0/1051
46 BZ 0.28 0/1514 0.50 0/2056
46 DZ 0.28 0/1514 0.49 0/2056
47 BO 0.34 0/613 0.54 0/816
47 DO 0.32 0/613 0.54 0/816
48 B1 0.44 0/701 0.71 1/932 (0.1%)
48 D1 0.42 0/701 0.70 1/932 (0.1%)
49 B2 0.37 0/522 0.62 0/690
49 D2 0.40 0/522 0.63 0/690
50 B3 0.30 0/472 0.48 0/634
50 D3 0.31 0/472 0.49 0/634
51 B4 0.28 0/228 0.52 0/309
51 D4 0.26 0/228 0.52 0/309
52 B5 0.32 0/418 0.55 0/567
52 D5 0.33 0/418 0.58 0/567
53 B6 0.30 0/387 0.51 0/518
53 D6 0.29 0/387 0.50 0/518
54 B7 0.41 0/426 0.58 0/561
54 D7 0.44 0/426 0.64 0/561
55 B8 0.46 0/515 0.66 0/679
55 D8 0.42 0/515 0.65 0/679
All All 0.55 | 4/324432 (0.0%) | 1.04 | 913/484634 (0.2%)

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



Page 68 wwPDB X-ray Structure Validation Summary Report AVE67

Mol | Chain | #Chirality outliers | #2Planarity outliers
27 BD 0 1
27 DD 0 1
36 BP 0 3
36 DP 0 3
All All 0 8

All (4) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
25 DA 74 A C3-03’ | 5.67 1.50 1.42
25 DA | 2447 G C3’-03’ | 5.48 1.49 1.42
1 AA | 1064 G C3°-03’ | 5.40 1.49 1.42
1 CA 115 G C3’-03 | 5.06 1.49 1.42

The worst 5 of 913 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(®)
25 BA 1913 A C1’-04’-C4’ | -12.89 99.59 109.90
25 DA | 1559 G C1’-04’-C4’ | -12.85 99.62 109.90
25 DA 945 A Cr’-04’-C4’ | -12.85 99.62 109.90
25 BA 1559 G C1’-04’-C4’ | -12.81 99.65 109.90
25 DA | 1786 A C1’-04’-C4’ | -12.74 99.70 109.90

There are no chirality outliers.

5 of 8 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
27 BD 40 | THR | Peptide
36 BP ol PHE | Peptide
36 BP 52 | GLU | Peptide
36 BP 9 ASN | Peptide
27 DD 40 | THR | 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.
Continued on next page...
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Continued from previous page...

| Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes |

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 AA 32332 0 16318 1066 0
1 CA 32332 0 16318 1109 0
2 AY 1640 0 837 39 0
2 AZ 1640 0 837 49 0
2 CY 1640 0 837 33 0
2 CZ 1640 0 837 48 0
3 AV 214 0 110 6 0
3 CV 214 0 110 4 0
4 AB 1900 0 1951 159 0
4 CB 1900 0 1951 160 0
3 AC 1612 0 1677 125 0
d cC 1612 0 1677 129 0
6 AD 1703 0 1763 112 0
6 CD 1703 0 1763 105 0
7 AE 1155 0 1213 91 0
7 CE 1155 0 1213 84 0
8 AF 843 0 857 49 0
8 CF 843 0 857 48 0
9 AG 1257 0 1296 81 0
9 CG 1257 0 1296 79 0
10 AH 1116 0 1177 7 0
10 CH 1116 0 1177 80 0
11 Al 1011 0 1043 104 0
11 CI 1011 0 1043 106 0
12 AJ 794 0 840 102 0
12 CJ 794 0 840 97 0
13 AK 842 0 859 72 0
13 CK 842 0 859 74 0
14 AL 956 0 1046 112 0
14 CL 956 0 1046 109 0
15 AM 933 0 992 97 0
15 CM 933 0 992 108 0
16 AN 492 0 031 36 0
16 CN 492 0 0932 41 0
17 AO 734 0 771 50 0
17 CO 734 0 771 o1 0
18 AP 700 0 720 52 0
18 CP 700 0 720 99 0
19 AQ 823 0 893 o4 0
19 CQ 823 0 893 52 0
20 AR 074 0 644 53 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
20 CR 074 0 644 51 0
21 AS 629 0 652 77 0
21 CS 629 0 652 76 0
22 AT 762 0 859 68 0
22 CT 762 0 859 64 0
23 AU 208 0 221 12 0
23 CU 208 0 221 12 0
24 AX 2876 0 2867 244 0
24 CX 2876 0 2867 242 0
25 BA 61997 0 31250 2146 0
25 DA 61997 0 31250 2152 1
26 BB 2551 0 1295 95 0
26 DB 2551 0 1295 93 1
27 BD 2104 0 2182 225 0
27 DD 2104 0 2182 228 0
28 BE 1563 0 1629 138 0
28 DE 1563 0 1629 129 0
29 BF 1586 0 1632 141 0
29 DF 1586 0 1632 144 0
30 BG 1475 0 1537 154 0
30 DG 1475 0 1537 151 0
31 BH 1222 0 1282 112 0
31 DH 1222 0 1282 114 0
32 BI 1132 0 1220 104 0
32 DI 1132 0 1220 91 0
33 BK 1088 0 1138 107 0
33 DK 1088 0 1138 107 0
34 BN 1096 0 1168 96 0
34 DN 1096 0 1168 93 0
35 BO 932 0 994 64 0
35 DO 932 0 994 61 0
36 BP 1114 0 1187 226 0
36 DP 1114 0 1187 229 0
37 BQ 1064 0 1114 141 0
37 DQ 1064 0 1114 129 0
38 BR 960 0 1021 106 0
38 DR 960 0 1021 101 0
39 BS 770 0 832 96 0
39 DS 770 0 832 98 0
40 BT 1143 0 1211 100 0
40 DT 1143 0 1211 98 0
41 BU 964 0 1022 92 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
41 DU 964 0 1022 102 0
42 BV 779 0 852 77 0
42 DV 779 0 852 78 0
43 BW 890 0 951 68 0
43 DW 890 0 951 70 0
44 BX 725 0 778 69 0
44 DX 725 0 778 71 0
45 BY 775 0 870 106 0
45 DY 775 0 870 110 0
46 BZ 1482 0 1507 106 0
46 DZ 1482 0 1507 106 0
47 BO 605 0 628 45 0
47 DO 605 0 628 49 0
48 B1 694 0 764 92 0
48 D1 694 0 764 91 0
49 B2 520 0 575 76 0
49 D2 520 0 575 77 0
20 B3 467 0 023 29 0
20 D3 467 0 023 29 0
51 B4 225 0 225 19 0
o1 D4 225 0 225 22 0
52 B5 404 0 420 o4 0
02 D5 404 0 420 53 0
53 B6 380 0 391 95 0
93 D6 380 0 391 o6 0
54 B7 418 0 467 36 0
54 D7 418 0 467 38 0
25 B8 507 0 276 68 0
25 D8 507 0 576 79 0
o6 AA 428 0 0 0 0
o6 AB 7 0 0 0 0
o6 AC 4 0 0 0 0
26 AD 3 0 0 0 0
26 AE 8 0 0 0 0
26 AF 2 0 0 0 0
o6 AG 2 0 0 0 0
o6 AH 2 0 0 0 0
o6 Al 1 0 0 0 0
26 AlJ 1 0 0 0 0
26 AK 7 0 0 0 0
26 AL 4 0 0 0 0
o6 AM 3 0 0 0 0

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

Symm-Clashes

H(added) | Clashes

14
26
15

923
35

222

Chain | Non-H | H(model)

AN

AO

AQ
AR
AT

AV
AX
AY
AZ

BO

B1

B2

B4

B5

B6

B8

BA
BB

BD
BE

BF

BG
BH
BI

BK
BN
BO
BP

BQ
BR
BS

BT
BU
BV
BW
BX
BY
BZ

CA
CB

CC
CF

Mol

26
26
o6
o6
26
26
96
26
o6
o6
o6
26
96
96
26
o6
o6
o6
26
96
26
26
o6
o6
26
26
96
26
o6
o6
o6
26
96
96
26
o6
o6
o6
26
96
26
26

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
26 CG 2 0 0 0 0
26 CH 2 0 0 0 0
o6 CK 3 0 0 0 0
o6 CL 1 0 0 0 0
26 CO 1 0 0 0 0
26 CQ 1 0 0 0 0
26 CS 1 0 0 0 0
26 CT 1 0 0 0 0
o6 CY 14 0 0 0 0
o6 CZ 14 0 0 0 0
o6 D1 2 0 0 0 0
o6 D6 1 0 0 0 0
26 D8 1 0 0 0 0
26 DA 491 0 0 0 0
o6 DB 12 0 0 0 0
o6 DD 9 0 0 0 0
o6 DE 1 0 0 0 0
o6 DF 1 0 0 0 0
26 DG 2 0 0 0 0
26 DI 1 0 0 0 0
26 DN 1 0 0 0 0
o6 DO 2 0 0 0 0
o6 DP 1 0 0 0 0
o6 DQ 2 0 0 0 0
o6 DR 1 0 0 0 0
26 DT 1 0 0 0 0
26 DU 1 0 0 0 0
26 DY 1 0 0 0 0
D7 AD 1 0 0 0 0
D7 AN 1 0 0 0 0
27 CD 1 0 0 0 0
a7 CN 1 0 0 0 0
All All 301148 0 204431 14693 1

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 29.

The worst 5 of 14693 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
55:B&:57:ARG:HB2 | 55:B&:57:ARG:HH11 1.11 1.16

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
48:B1:11:ARG:HB3 | 48:B1:12:PRO:HD2 1.14 1.13
48:D1:11:ARG:HB3 | 48:D1:12:PRO:HD2 1.18 1.12
36:BP:23:PRO:HD2 | 36:BP:33:ARG:NH2 1.67 1.09
25:BA:2630:G:H1’ 25:BA:2894:G:HY’ 1.35 1.09

All (1) symmetry-related close contacts are listed below. The label for Atom-2 includes the sym-
metry operator and encoded unit-cell translations to be applied.

Interatomic Clash
Atom-1 Atom-2 distance (A) | overlap (A)
25:DA:1411:C:03’ | 26:DB:53:A:02’[1_655] 2.14 0.06

5.3 Torsion angles (i)

5.3.1 Protein backbone (1)

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 | Percentiles
4 AB 232/256 (91%) 175 (75%) 47 (20%) 10 (4%)
4 CB 232/256 (91%) 174 (75%) 48 (21%) 10 (4%)
5t AC 204/239 (85%) 138 (68%) 51 (25%) 15 (7%)
5 CcC 204/239 (85%) 138 (68%) 52 (26%) 14 (7%)
6 AD 206/209 (99%) 166 (81%) 30 (15%) 10 (5%)
6 CD 206,/209 (99%) 169 (82%) 26 (13%) 11 (5%)
7 AE 149/162 (92%) 117 (78%) 26 (17%) 6 (4%)
7 CE 149/162 (92%) 117 (78%) 26 (17%) 6 (4%)
8 AF 99/101 (98%) 87 (88%) 11 (11%) 1 (1%)
8 CF 99/101 (98%) 87 (88%) 11 (11%) 1 (1%) 19 61
9 AG 153/156 (98%) 124 (81%) 28 (18%) 1 (1%) 26 70
9 CG 153/156 (98%) 125 (82%) 27 (18%) 1 (1%) 26 70
10 AH 136/138 (99%) 112 (82%) 18 (13%) 6 (4%) 31 18

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
10 | CH 136/138 (99%) | 112 (82%) | 18 (13% 6 (4%)

11 Al 125/128 (98%) 93 (74%) | 22 10 (8%)

11 CI 125/128 (98%) 93 (74%) | 23 9 (7%)

12 | AJ 96,/105 (91%) 76 (79%) | 14 6 (6%)

12 CJ 96/105 (91%) 77 (80%) | 13 6 (6%)

13 | AK 112/129 (87%) 94 (84%) | 12 6 (5%)

13 | CK 112/129 (87%) 94 (84%) | 12 6 (5%)

14 | AL 120/134 (90%) 87 (12%) | 22 11 (9%)

14 | CL 120/134 (90%) 87 (12%) | 22 11 (9%)

15 | AM 115/126 (91%) 91 (79%) | 19 5 (4%)

15 | CM 115/126 (91%) 91 (79%) | 20 4 (4%)

16 | AN 58/61 (95%) 46 (T9%) | 11 1(2%)

16 | CN 58/61 (95%) 46 (T9%) | 11 1(2%)

17 | AO 86/89 (97%) 70 (81%) | 13 3 (4%)

17 | CO 86/89 (97%) 69 (80%) | 14 3 (4%)

18 | AP 81/88 (92%) 59 (73%) | 19 3 (4%)

18 | CP 81/88 (92%) 60 (74%) | 18 3 (4%)

19 | AQ 97/105 (92%) 79 (81%) | 16 2 (2%) 9|

19 | CQ 97/105 (92%) 79 (81%) | 16 2 (2%) 9

20 | AR 68/88 (77%) 45 (66%) | 18 5 (7%) 1] ]6]
20 | CR 68/88 (77%) 16 (68%) | 17 5 (7%) 1]]6]
21 | AS 76/93 (32%) 50 (66%) | 18 s (10%) | [i][3
21 | ¢S 76/93 (82%) 50 (66%) | 18 8 (10%) | [1]]3]
22 | AT 97/106 (92%) 72 (74%) | 17 (18% 8 (8%) |
22 | CT 97/106 (92%) 72 (74%) | 18 7 (%) |
23 | AU 22/27 (82%) 12 (54%) 2 (9%) 1] ]4]
23 | CU 22/27 (82%) 12 (54%) 2 (9%) 1] [4]
24 | AX 360/378 (95%) | 288 (80%) | 57 15 (4%)

24 | CX 360/378 (95%) | 288 (80%) | 58 14 (4%)

27 | BD 269/276 (98%) | 208 (77%) | 41 20 (7%)

27 | DD 269/276 (98%) | 204 (76%) | 46 (17%) | 19 (7%)

WO RLDWIDE

AAAAAAAAAAAAAAA



Page 76

wwPDB X-ray Structure Validation Summary Report

4Ve67

Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
28 BE 202/206 (98%) 157 (78%) 37 (18% 8 (4%)
28 DE 202/206 (98%) 157 (78%) 37 (18% 8 (4%)
29 BF 200/210 (95%) 162 (81%) 28 10 (5%)
29 DF 200/210 (95%) 162 (81%) 26 12 (6%)
30 BG 179/182 (98%) 128 (72%) 39 12 (7%)
30 DG 179/182 (98%) 127 (711%) 39 13 (7%)
31 BH 157/180 (87%) 120 (76%) 30 7 (4%)
31 DH 157/180 (87%) 121 (77%) 28 8 (5%)
32 BI 143/148 (97%) 107 (75%) 29 7 (5%)
32 DI 143/148 (97%) 121 (85%) 19 3 (2%)
33 BK 145/147 (99%) 101 (70%) 35 9 (6%)
33 DK 145/147 (99%) 101 (70%) 35 9 (6%)
34 BN 135/163 (83%) 103 (76%) 17 15 (11%)
34 DN 135/163 (83%) 101 (75%) 19 15 (11%)
35 BO 120/122 (98%) 102 (85%) 14 4 (3%)
35 DO 120/122 (98%) 101 (84%) 15 4 (3%)
36 BP 144/150 (96%) 86 (60%) 35 23 (16%)
36 DP 144/150 (96%) 88 (61%) 34 22 (15%)
37 BQ 132/141 (94%) 96 (73%) 22 14 (11%)
37 DQ 132/141 (94%) 93 (70%) 24 15 (11%)
38 BR 115/118 (98%) 89 (77%) 19 7 (6%)
38 DR 115/118 (98%) 91 (79%) 19 5 (4%)
39 BS 96/112 (86%) 56 (58%) 29 11 (12%)
39 DS 96/112 (86%) 56 (58%) 29 11 (12%)
40 BT 135/146 (92%) 91 (67%) 30 14 (10%)
40 DT 135/146 (92%) 91 (67%) 31 13 (10%)
41 BU 115/118 (98%) 92 (80%) 19 4 (4%)
41 DU 115/118 (98%) 91 (79%) 19 5 (4%)
42 BV 99/101 (98%) 74 (75%) 15 10 (10%)
42 DV 99/101 (98%) 74 (75%) 15 10 (10%)
43 BW 110/113 (97%) 88 (80%) 18 (16% 4 (4%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
43 DW 110/113 (97%) 87 (79%) 18 (16%) 5 (4%)
44 BX 90/96 (94%) 73 (81%) 15 (17%) 2 (2%)
44 DX 90/96 (94%) 73 (81%) 15 (17%) 2 (2%)
45 BY 98/110 (89%) 64 (65%) 18 (18%) | 16 (16%)
45 DY 98/110 (89%) 65 (66%) 17 (17%) | 16 (16%)
46 BZ 185/206 (90%) 146 (79%) 31 (17%) 8 (4%)
46 DZ 185/206 (90%) 145 (78%) 32 (17%) 8 (4%)
47 BO 74/85 (87%) 61 (82%) 10 (14%) 3 (4%)
47 DO 74/85 (87%) 61 (82%) 10 (14%) 3 (4%)
48 B1 86,/98 (88%) 59 (69%) 16 (19%) | 11 (13%)
48 D1 86,/98 (88%) 59 (69%) 16 (19%) | 11 (13%)
49 B2 60/72 (83%) 43 (72%) 12 (20%) 5 (8%)
49 D2 60/72 (83%) 44 (73%) 11 (18%) 5 (8%)
50 B3 57/60 (95%) 50 (88%) 5 (9%) 2 (4%)
50 D3 57/60 (95%) 50 (88%) 5 (9%) 2 (4%)
51 B4 28/97 (29%) 18 (64%) 6 (21%) 4 (14%)
51 D4 28/97 (29%) 18 (64%) 6 (21%) 4 (14%)
52 B5 50/60 (83%) 40 (80%) 7 (14%) 3 (6%)
52 D5 50/60 (83%) 40 (80%) 7 (14%) 3 (6%)
53 B6 42/54 (78%) 27 (64%) 10 (24%) 5 (12%)
53 D6 42/54 (78%) 27 (64%) 10 (24%) 5 (12%)
54 B7 46/49 (94%) 43 (94%) 3 (6%) 0
54 D7 46/49 (94%) 42 (91%) 4 (9%) 0
55 B8 61/65 (94%) 42 (69%) 12 (20%) 7 (12%)
55 D8 61/65 (94%) 42 (69%) 12 (20%) 7 (12%)
All All 12130/13206 (92%) | 9225 (76%) | 2153 (18%) | 752 (6%)

5 of 752 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
5 AC 45 LYS
5t AC 47 LEU
6 AD 5 ILE

Continued on next page...
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Mol | Chain | Res | Type
6 AD 44 GLY
7 AE 85 GLY

5.3.2 Protein sidechains ()

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
4 AB 202/220 (92%) 186 (92%) 16 (8%) 15 48
4 CB 202/220 (92%) 185 (92%) 17 (8%) 14| 45
5 AC 160,188 (85%) 138 (86%) | 22 (14%) 20
5 CC 160/188 (85%) 138 (86%) | 22 (14%) 20
6 AD 180/181 (99%) 160 (89%) | 20 (11%) 8| 29
6 CD 180/181 (99%) 161 (89%) | 19 (11%) 8| 31
7 AE 116,123 (94%) 99 (85%) 17 (15%) 18
7 CE 116/123 (94%) 99 (85%) 17 (15%) 18
8 AF 90/90 (100%) 80 (89%) 10 (11%) 8| 29
8 CF 90,/90 (100%) 81 (90%) 9 (10%) 9| 34
9 AG 126/127 (99%) 119 (94%) 7 (6%) 65
9 CG 126/127 (99%) 119 (94%) 7 (6%) 65
10 | AH 119/119 (100%) | 106 (89%) | 13 (11%) 8] 30
10 CH 119/119 (100%) | 106 (89%) | 13 (11%) 8] 30
11 Al 98,/99 (99%) 85 (87%) 13 (13%) 21
11 CI 98/99 (99%) 86 (88%) 12 (12%) 6| 25
12 AJ 88/92 (96%) 75 (85%) 13 (15%) 17
12 CJ 88/92 (96%) 75 (85%) 13 (15%) 17
13 | AK 86,99 (87%) 74 (86%) 12 (14%) 19
13 CK 86,/99 (87%) 74 (86%) 12 (14%) 19
14 AL 103/110 (94%) 91 (88%) 12 (12%) 27
14 CL 103/110 (94%) 91 (88%) 12 (12%) 27
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
15 | AM 94/101 (93%) 85 (90%) 9 (10%)

15 | CM 94/101 (93%) 85 (90%) 9 (10%)

16 | AN 49/50 (98%) 44 (90%) 5 (10%)

16 | CN 49/50 (98%) 44 (90%) 5 (10%)

17 | AO 79/80 (99%) 70 (89%) 9 (11%)

17 | CO 79/80 (99%) 70 (89%) 9 (11%)

18 | AP 72/74 (97%) 65 (90%) 7 (10%)

18 CP 72/74 (97%) 66 (92%) 6 (8%)

19 | AQ 94/97 (97%) 86 (92%) 8 (8%)

19 | CQ 94/97 (97%) 86 (92%) 8 (8%)

20 | AR 61/77 (79%) 53 (87%) 8 (13%)

20 | CR 61,77 (79%) 52 (85%) 9 (15%)

21 AS 69/80 (86%) 58 (84%) | 11 (16%)

21 CS 69/80 (86%) 58 (84%) | 11 (16%)

22 | AT 76/82 (93%) 67 (88%) 9 (12%)

22 | CT 76/82 (93%) 68 (90%) 8 (10%)

23 | AU 19/22 (86%) 18 (95%) 1 (5%)

23 | CU 19/22 (86%) 18 (95%) 1 (5%)

24 | AX 305/319 (96%) 258 (85%) | 47 (15%)
24 | CX 305/319 (96%) 260 (85%) | 45 (15%)
27 | BD 213/218 (98%) 181 (85%) | 32 (15%)
27 | DD 213/218 (98%) 181 (85%) | 32 (15%)
28 BE 165/166 (99%) 144 (87%) | 21 (13%)
28 | DE 165/166 (99%) 144 (87%) | 21 (13%)
29 | BF 161/166 (97%) 142 (88%) | 19 (12%) 6|
29 | DF 161/166 (97%) 140 (87%) | 21 (13%)
30 | BG 155/156 (99%) 135 (87%) | 20 (13%)
30 | DG 155/156 (99%) 135 (87%) | 20 (13%)
31 BH 132/148 (89%) 115 (87%) | 17 (13%)
31 | DH 132/148 (89%) 115 (87%) | 17 (13%)
32 BI 122/124 (98%) 101 (83%) | 21 (17%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
32 DI 122/124 (98%) 103 (84%) | 19 (16%) 16
33 | BK 111/111 (100%) 95 (86%) | 16 (14%) 18
33 | DK 111/111 (100%) 95 (86%) | 16 (14%) 18
34 | BN 116/139 (84%) 98 (84%) | 18 (16%) 16
34 | DN 116/139 (84%) 98 (84%) | 18 (16%) 16
35 | BO 100/100 (100%) 86 (86%) | 14 (14%) 19
35 | DO 100/100 (100%) 85 (85%) | 15 (15%) 17
36 | BP 112/116 (97%) 80 (71%) | 32 (29%) 0]

36 | DP 112/116 (97%) 79 (70%) | 33 (30%) 0|

37 | BQ 105/111 (95%) 91 (87%) | 14 (13%)

37 | DQ 105/111 (95%) 91 (87%) | 14 (13%)

38 | BR 100/101 (99%) 90 (90%) | 10 (10%) 9

38 | DR 100/101 (99%) 91 (91%) 9 (9%)

39 BS 77/88 (88%) 66 (86%) | 11 (14%)

39 DS 77/88 (88%) 66 (86%) | 11 (14%)

40 | BT 121/128 (94%) 101 (84%) | 20 (16%)

40 | DT 121/128 (94%) 101 (84%) | 20 (16%)

41 | BU 93/94 (99%) 82 (88%) | 11 (12%) 6|

41 | DU 93/94 (99%) 83 (89%) | 10 (11%) 8

42 | BV 82/82 (100%) 63 (83%) | 14 (17%)

42 | DV 82/82 (100%) 69 (84%) | 13 (16%)

43 | BW 91/92 (99%) 80 (88%) | 11 (12%)

43 | DW 91/92 (99%) 80 (88%) | 11 (12%)

44 | BX 74/78 (95%) 58 (78%) | 16 (22%)

44 | DX 74/78 (95%) 59 (80%) | 15 (20%)

45 | BY 84/91 (92%) 72 (86%) | 12 (14%)

45 | DY 84/91 (92%) 70 (83%) | 14 (17%)

46 BZ 162/179 (90%) 151 (93%) | 11 (7%) 20 56
46 | DZ 162/179 (90%) 150 (93%) | 12 (7%) 17 52
47 B0 61/67 (91%) 53 (87%) 8 (13%) 22
A7 DO 61/67 (91%) 53 (87%) 8 (13%) 22
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
48 B1 73/83 (88%) 58 (80%) 15 (20%) |
48 D1 73/83 (88%) 57 (78%) 16 (22%)

49 B2 58/67 (87%) 45 (78%) 13 (22%)

49 D2 58/67 (87%) 45 (78%) 13 (22%)

50 B3 51/52 (98%) 49 (96%) 2 (4%)

50 D3 51/52 (98%) 49 (96%) 2 (4%) 39 |77
51 B4 27/84 (32%) 21 (78%) 6 (22%) 1115
51 D4 27/84 (32%) 22 (82%) 5 (18%) 24110
52 | B5 45/52 (36%) 41 (91%) | 4 (9%) 12| 42 |
52 D5 45/52 (86%) 42 (93%) 3 (%)

53 B6 43/52 (83%) 34 (79%) 9 (21%)

53 D6 43/52 (83%) 34 (79%) 9 (21%)

54 B7 41/42 (98%) 35 (85%) 6 (15%)

54 D7 41/42 (98%) 35 (85%) 6 (15%)

55 B8 53/55 (96%) 47 (89%) 6 (11%)

55 D8 53/55 (96%) 47 (89%) 6 (11%)

All All 10228/10944 (94%) | 8877 (87%) | 1351 (13%)

5 of 1351 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
47 BO 21 LEU
8 CF 27 GLN
44 DX 30 VAL
48 B1 76 ARG
4 CB 102 LEU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 287 such
sidechains are listed below:

Mol | Chain | Res | Type
50 B3 19 GLN
8 CF 73 ASN
46 DZ 75 ASN
52 B5 22 HIS
4 CB 204 ASN
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5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 AA 1503/1525 (98%) 287 (19%) 107 (7%)
1 CA 1503/1525 (98%) 282 (18%) 106 (7%)
2 AY 76/77 (98%) 15 (19%) 6 (7%)
2 AZ 76/77 (98%) 15 (19%) 5 (6%)
2 CY 76/77 (98%) 14 (18%) 6 (7%)
2 CZ 76/77 (98%) 15 (19%) 5 (6%)
25 BA | 2878/2894 (99%) 589 (20%) 178 (6%)
25 DA | 2878/2894 (99%) 594 (20%) 173 (6%)
26 BB 118/124 (95%) 17 (14%) 6 (5%)
26 DB 118/124 (95%) 18 (15%) 6 (5%)
3 AV 10/27 (37%) 3 (30%) 3 (30%)
3 CcvV 10/27 (37%) 3 (30%) 3 (30%)
All All 9322/9448 (98%) 1852 (19%) 604 (6%)

5 of 1852 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 AA 9 G
1 AA 22 G
1 AA 31 G
1 AA 32 A
1 AA 39 G

5 of 604 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
25 BA | 2427 C
1 CA 466 G
25 DA | 2145 C
25 BA | 2573 C
1 CA 48 C

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 carbohydrates in this entry.
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5.6 Ligand geometry (i)

Of 2392 ligands modelled in this entry, 2392 are monoatomic - leaving 0 for Mogul analysis.
There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

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

6.1 Protein, DNA and RNA chains (i)

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

Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
1 AA | 1504/1525 (98%) -0.36 19 (1%) | 79 53 | 35,78, 175, 261 0
1 CA | 1504/1525 (98%) -0.10 32 (2%) 67 36 | 34,99, 199, 271 0
2 AY 77/77 (100%) -0.51 0 f100 60, 90, 124, 194 0
2 AZ 77/77 (100%) 1.24 19 (24%) 146, 211, 242,260 | 0
2 CY 77/77 (100%) -0.34 0 59, 91, 127, 196 0
2 CZ 77/77 (100%) 1.84 24 (31%) 175, 231, 266, 276 | 0
3 AV 10/27 (37%) 0.22 1 (10%) 62, 77, 118, 184 0
3 cv 10/27 (37%) 0.83 2 (20%) 63, 104, 143, 196 0
4 AB 234/256 (91%) 0.41 26 (11%) 85, 126, 167, 194 0
4 CB 234/256 (91%) 0.54 30 (12%) 91, 127, 174, 204 0
5 AC 206,/239 (86%) 0.04 11 (5%) 30 86, 121, 159, 183 0
5 cC 206,239 (86%) 0.27 14 (6%) | 20 87, 126, 164, 178 0
6 AD 208,/209 (99%) 0.15 16 (7%) 50, 79, 127, 164 0
6 CD 208,/209 (99%) 0.53 21 (10%) 81, 115, 151, 184 0
7 AE 151/162 (93%) 0.04 10 (6%) 65, 90, 130, 192 0
7 CE 151/162 (93%) 0.11 4(2%) 59 29 | 71,100, 145, 173 0
8 AF 101/101 (100%) -0.00 2 (1%) 68 39 69, 98, 137, 176 0
8 CF 101/101 (100%) -0.09 1 (0%) [84] 60 64, 94, 131, 149 0
9 AG 155/156 (99%) 0.05 10 (6%) 122 |8 | 82,113, 154, 172 0
9 CG 155/156 (99%) 0.18 9 (5%) 26 |10] | 87,125, 158, 181 0
10 | AH 138/138 (100%) 0.08 4 (2%) 55 26 64, 90, 135, 146 0
10 | CH 138/138 (100%) 0.26 7(56%) 32 |12] | 80, 107, 145, 171 0
11 Al 127/128 (99%) 0.80 17 (13%) 90, 134, 168, 182 0
11 CI 127/128 (99%) 1.41 29 (22%) 105, 140, 173,227 | 0

Continued on next page...



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

Page 85 wwPDB X-ray Structure Validation Summary Report AVE67

Continued from previous page...

Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
12 AlJ 98/105 (93%) 1.22 23 (23%) |11 87, 125, 166, 184 0
12 CJ 98/105 (93%) 1.46 25 (25%) 1111 106, 144, 175, 186 0
13 AK 114/129 (88%) 0.10 7(6%) 25 |9 59, 88, 123, 160 0
13 CK 114/129 (88%) 0.44 16 (14%) 14411 64, 91, 135, 175 0
14 AL 122/134 (91%) 0.01 4 (3%) 50 22 47, 67, 114, 144 0
14 CL 122/134 (91%) 0.29 11 (9%) 57, 89, 131, 185 0
15 AM 117/126 (92%) 0.46 14 (11%) 93, 122, 159, 171 0
15 CM 117/126 (92%) 0.90 20 (17%) 98, 143, 172, 188 0
16 AN 60/61 (98%) 0.72 8 (13%) 75, 109, 141, 193 0
16 CN 60/61 (98%) 0.97 10 (16%) 80, 113, 158, 175 0
17 AO 88/89 (98%) 0.15 1 (1%) [82] 58 57, 90, 123, 145 0
17 CO 88/89 (98%) 0.09 2 (2%) 64 33 60, 91, 130, 145 0
18 AP 83/88 (94%) 0.62 8 (9%) |10 14 58, 75, 119, 184 0
18 CP 83/88 (94%) 1.48 29 (34%) 10110 90, 123, 155, 202 0
19 AQ 99/105 (94%) -0.04 1 (1%) [ 841 60 56, 79, 118, 142 0
19 CQ 99/105 (94%) 0.61 8 (8%) | 15 76, 105, 140, 159 0
20 AR 70/88 (79%) 0.71 4 (5%) 27 68, 103, 147, 165 0
20 CR 70/88 (79%) 0.83 12 (17%) 64, 87, 139, 147 0
21 AS 78/93 (83%) 1.91 33 (42%) 98, 136, 170, 193 0
21 CS 78/93 (83%) 1.47 27 (34%) 114, 150, 184, 205 0
22 AT 99/106 (93%) 0.32 6 (6%) 51, 84, 138, 166 0
22 CT 99/106 (93%) 1.04 22 (22%) 87, 117, 160, 184 0
23 AU 24/27 (88%) 4.74 22 (91%) 93, 122, 162, 191 0
23 CU 24/27 (88%) 5.70 24 (100%) 100, 137, 178, 187 0
24 AX 362/378 (95%) 0.88 76 (20%) 61, 129, 207, 244 0
24 CX 362/378 (95%) 1.33 92 (25%) 94, 150, 244, 273 0
25 BA 2879/2894 (99%) -0.34 76 (2%) 59 29 14, 64, 186, 278 0
25 DA 2879/2894 (99%) -0.23 90 (3%) 52 24 10, 67, 204, 287 0
26 BB 119/124 (95%) -0.29 0 I 100 69, 100, 144, 222 0
26 DB 119/124 (95%) 0.31 6 (5%) 32 |13 87, 147, 205, 258 0
27 BD 271/276 (98%) -0.03 7(12%) 59 29 27, 51, 99, 162 0
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
27 DD 271/276 (98%) -0.07 4 (1%) 76 49 26, 51, 92, 146 0
28 BE 204/206 (99%) 0.09 12 (5%) 26 |10 36, 69, 126, 159 0
28 DE 204/206 (99%) 0.51 29 (14%) 45, 85, 137, 186 0
29 BF 202/210 (96%) -0.14 6 (2%) 54 25 38, 71, 131, 153 0
29 DF 202/210 (96%) 0.10 6 (2%) 54 25 34, 66, 124, 190 0
30 BG 181/182 (99%) 0.65 32 (17% 88, 121, 164, 179 0
30 DG 181/182 (99%) 0.88 31 (17% 113, 153, 182, 206 0
31 BH 159/180 (88%) 0.92 36 (22% 97, 139, 185, 202 0
31 DH 159/180 (88%) 0.18 17 (10% 79, 111, 154, 174 0
32 BI 145/148 (97%) 0.32 16 (11% 54, 106, 147, 198 0
32 DI 145/148 (97%) 0.18 7 (4%) 58, 94, 129, 147 0
33 BK 147/147 (100%) 2.45 77 (52%) 0110 177, 205, 225, 240 0
33 DK 147/147 (100%) 4.35 108 (73%) JORROY | 207, 236, 257, 274 0
34 BN 137/163 (84%) 0.40 11 (8%) 115115 55, 87, 131, 153 0
34 DN 137/163 (84%) 0.12 5 (3%) 46 |20 59, 80, 130, 164 0
35 BO 122/122 (100%) -0.38 0 §100 32, 61, 101, 118 0
35 DO 122/122 (100%) -0.38 0 47,72, 108, 129 0
36 BP 146/150 (97%) 0.43 14 (9%) 35, 89, 148, 203 0
36 DP 146/150 (97%) 0.32 9 (6%) 21, 93, 146, 183 0
37 BQ 134/141 (95%) 0.29 8 (5%) 44,79, 136, 188 0
37 DQ 134/141 (95%) 0.27 13 (9%) 56, 91, 148, 192 0
38 BR 117/118 (99%) -0.14 0 31, 63, 114, 165 0
38 DR 117/118 (99%) 0.10 2 (1%) 73 48, 73, 130, 148 0
39 BS 98/112 (87%) 0.72 21 (21% 66, 105, 140, 169 0
39 DS 98/112 (87%) 1.90 42 (42% 106, 144, 177, 218 0
40 BT 137/146 (93%) 0.43 15 (10% 41, 76, 136, 156 0
40 DT 137/146 (93%) 0.87 23 (16% 66, 100, 155, 189 0
41 BU 117/118 (99%) 0.44 5 (4%) 45, 78, 124, 159 0
41 DU 117/118 (99%) 0.87 21 (17%) 39, 68, 120, 194 0
42 BV 101/101 (100%) 0.22 7 (6%) 63, 99, 144, 220 0
42 DV 101/101 (100%) 0.49 8 (7%) 46, 91, 143, 206 0
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
43 BW 112/113 (99%) -0.10 1 (0%) 8] 64 39, 64, 111, 163 0
43 DW 112/113 (99%) 0.15 5 (4%) 37 |15 31, 61, 119, 155 0
44 BX 92/96 (95%) 0.15 5 (5%) 29 50, 79, 122, 149 0
44 DX 92/96 (95%) 0.49 9 (9%) 38, 65, 114, 150 0
45 BY 100/110 (90%) 1.34 25 (25%) 75, 112, 179, 200 0
45 DY 100/110 (90%) 0.87 16 (16%) 53, 86, 160, 186 0
46 BZ 187/206 (90%) 0.37 17 (9%) 83, 119, 156, 196 0
46 DZ 187/206 (90%) 0.81 33 (17%) 107, 139, 176, 201 0
47 BO 76/85 (89%) -0.07 0 §100 56, 78, 115, 150 0
47 DO 76,/85 (89%) 0.08 2 (2%) 59 29 73, 99, 139, 160 0
48 B1 88/98 (89%) 0.03 4 (4%) 37 |15 31, 66, 119, 177 0
48 D1 88/98 (89%) 0.20 4 (4%) 37 |15 34, 68, 143, 172 0
49 B2 62/72 (86%) 0.15 2 (3%) 51 |23 55, 90, 131, 165 0
49 D2 62/72 (86%) 0.05 4 (6%) 22 |8 37,75, 147, 177 0
50 B3 59/60 (98%) 0.48 7 (11%) 65, 85, 145, 166 0
50 D3 59/60 (98%) 0.23 2 (3%) 49 21 57, 83, 129, 170 0
51 B4 30/97 (30%) 0.31 2 (6%) 21 |7 101, 135, 178, 183 0
51 D4 30/97 (30%) 0.07 0 §100§ 100 115, 149, 178, 183 0
52 B5 52/60 (86%) 0.20 2 (3%) 44 |18 49,79, 147, 166 0
52 D5 52/60 (86%) -0.27 2 (3%) 44 |18 42, 80, 147, 167 0
53 B6 44/54 (81%) 4.69 32 (72%) 106, 136, 175, 224 0
53 D6 44/54 (81%) 5.16 36 (81%) 111, 140, 175, 192 0
54 B7 48 /49 (97%) 1.33 11 (22%) 38, 57, 119, 143 0
54 D7 48/49 (97%) 0.75 6 (12%) 31, 44, 96, 161 0
55 B8 63/65 (96%) 0.44 8 (12%) 42,59, 117, 156 0
55 D8 63,/65 (96%) 0.42 5 (7%) 48, 72, 133, 168 0
All All 21662/22654 (95%) 0.22 1817 (8%) 10, 90, 190, 287 0

The worst 5 of 1817 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
29 DF 207 | GLY 21.0
53 B6 13 CYS 174

Continued on next page...
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Mol | Chain | Res | Type | RSRZ
11 CI 8 GLY 15.9
53 B6 23 THR 13.8
2 CZ 17(A) U 13.2

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 carbohydrates in this entry.

6.4 Ligands (i)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. LLDF column lists the quality of electron
density of the group with respect to its neighbouring residues in protein, DNA or RNA chains.
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 | LLDF | B-factors(A?) | Q<0.9
26 MG DA 3297 1/1 0.79 1.17 | 74.26 89,89,89,89 0
26 MG DA | 3335 1/1 0.97 0.64 | 56.96 3,3,3,3 0
o6 MG BA 3460 1/1 0.82 0.82 | 48.13 75,75,75,75 0
26 MG BA 3722 1/1 0.94 0.76 | 38.22 66,66,66,66 0
26 MG DA 3129 1/1 0.79 0.61 | 33.59 57,57,57,57 0
o6 MG DA 3101 1/1 0.69 0.65 | 32.95 64,64,64,64 0
o6 MG DA 3132 1/1 0.87 0.53 | 32.78 65,65,65,65 0
26 MG BA 3436 1/1 0.73 0.52 | 31.32 A7,47,47.47 0
o6 MG DA 3287 1/1 0.94 0.42 28.44 10,10,10,10 0
o6 MG BA 3597 1/1 0.78 0.73 | 22.28 48,48,48,48 0
26 MG BA 3865 1/1 0.97 0.51 21.33 37,37,37,37 0
26 MG DA 3207 1/1 0.92 0.57 | 19.73 50,50,50,50 0
o6 MG BA 3362 1/1 0.64 0.65 | 18.56 68,68,68,68 0
o6 MG DA 3423 1/1 0.90 0.56 | 18.40 28,28,28,28 0
26 MG BA 3428 1/1 0.83 0.62 | 18.21 86,86,86,86 0
56 | MG | BA |3075| 1/1 0.98 | 0.42 | 18.14 | 29,29.29.29 0
o6 MG CA 1663 1/1 0.97 0.30 | 17.74 3,3,3,3 0
26 MG BA 3471 1/1 0.75 0.37 | 17.59 50,50,50,50 0

WO RLDWIDE

PROTEIN DATA BANK
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3283 1/1 0.82 0.39 | 16.64 63,63,63,63 0
56 MG BA | 3320 1/1 0.83 0.46 | 16.62 84,84,84,84 0
56 MG BA | 3143 1/1 0.89 0.55 | 16.43 64,64,64,64 0
56 MG AA | 1768 1/1 0.95 0.36 | 16.39 37,37,37,37 0
56 MG CA 1736 1/1 0.88 0.37 | 16.26 3,3,3,3 0
56 MG BA | 3024 1/1 0.78 0.33 | 16.02 87,87,87,87 0
56 MG BA | 3673 1/1 0.93 0.28 | 15.64 19,19,19,19 0
56 MG BA | 3664 1/1 0.93 0.38 | 14.92 23,23,23,23 0
56 MG BA | 3538 1/1 0.95 047 | 14.39 30,30,30,30 0
56 MG CA 1710 1/1 0.97 0.32 | 14.08 46,46,46,46 0
56 MG BA | 3131 1/1 0.92 0.60 | 13.79 72,72,72,72 0
56 MG DA | 3120 1/1 0.98 0.38 | 13.36 28,28,28,28 0
56 MG BA | 3426 1/1 0.89 0.28 | 13.29 20,20,20,20 0
56 MG BA | 3009 1/1 0.76 0.59 | 13.12 59,59,59,59 0
56 MG BA | 3521 1/1 0.92 0.30 | 12.99 45,45,45,45 0
56 MG DA | 3069 1/1 0.87 0.43 | 12.86 3,3,3,3 0
56 MG BA 3168 1/1 0.87 0.42 12.81 52,52,52,52 0
56 | MG | DA | 3264 1/1 0.96 | 0.21 | 12.36 44,44 0
56 | MG | BA | 3042 | 1/1 091 | 0.45 | 12.17 74.74,74,74 0
56 MG CA 1757 1/1 0.85 0.34 | 11.93 66,66,66,66 0
56 MG BA | 3662 1/1 0.89 0.33 | 11.85 35,35,35,35 0
56 MG BA | 3840 1/1 0.84 043 | 11.41 56,56,56,56 0
56 MG BA | 3709 1/1 0.74 0.29 | 11.36 70,70,70,70 0
56 MG BA | 3465 1/1 0.89 0.46 | 11.11 59,59,59,59 0
56 MG BA | 3867 1/1 0.94 0.34 | 10.91 50,50,50,50 0
56 MG BA | 3173 1/1 0.88 0.44 | 10.83 80,80,80,80 0
56 MG CA 1655 1/1 0.90 0.32 | 10.58 38,38,38,38 0
56 MG BA | 3073 1/1 0.50 0.34 | 10.51 57,57,57,57 0
56 MG DA | 3315 1/1 0.82 0.33 | 10.46 62,62,62,62 0
56 MG BF 303 1/1 0.72 0.92 | 10.43 50,50,50,50 0
56 MG BA | 3054 1/1 0.97 0.29 | 10.27 63,63,63,63 0
56 MG BA | 3904 1/1 0.89 041 | 10.22 53,53,53,53 0
56 MG DA 3451 1/1 0.98 0.48 10.12 23,23,23,23 0
56 MG AA | 1979 1/1 0.92 0.38 9.69 58,58,58,58 0
56 | MG | BA 3311 1/1 0.90 | 024 | 9.57 44,4444 44 0
56 MG BA | 3148 1/1 0.96 0.35 9.55 35,35,35,35 0
56 | MG | DA |3062| 1/1 091 | 0.33 | 9.10 4,444 0
56 | MG | BA | 3467 | 1,1 0.99 | 0.38 | 9.07 21,21,21,21 0
56 MG BA | 3746 1/1 0.79 0.46 8.93 71,71,71,71 0
56 MG DA | 3047 1/1 0.92 0.28 8.75 3,3,3,3 0
56 MG DD | 5005 1/1 0.75 0.63 8.65 51,51,51,51 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3004 1/1 0.97 0.39 8.55 3,3,3,3 0
56 MG DA | 3051 1/1 0.86 0.27 8.08 3,3,3,3 0
56 MG AA 1782 1/1 0.93 0.33 7.93 24,24,24 24 0
56 MG AA | 1725 1/1 0.85 0.47 7.80 56,56,56,56 0
56 MG DA | 3053 1/1 0.95 0.20 7.73 4,444 0
56 MG DA | 3418 1/1 0.98 0.26 7.68 3,3,3,3 0
56 MG BA | 3416 1/1 0.86 0.38 7.61 55,55,55,55 0
56 MG DA | 3444 1/1 0.95 0.38 7.60 3,3,3,3 0
56 MG DA 3422 1/1 0.97 0.22 7.53 2,2,2,2 0
56 MG DA | 3488 1/1 0.96 0.26 7.20 3,3,3,3 0
56 MG DA | 3442 1/1 0.98 0.36 7.17 3,3,3,3 0
56 MG BA | 3077 1/1 0.60 0.22 717 59,59,59,59 0
56 MG DA | 3085 1/1 0.97 0.23 7.11 3,3,3,3 0
56 MG DA | 3092 1/1 0.98 0.29 7.06 4444 0
56 MG CA 1623 1/1 0.95 0.30 7.05 4,444 0
56 MG AC 302 1/1 0.85 0.37 6.94 88,88,88,88 0
56 MG BA | 3549 1/1 0.92 0.29 6.88 27,27,27,27 0
56 MG BA | 3753 1/1 0.75 0.39 6.84 65,65,65,65 0
56 MG BA | 3590 1/1 0.85 0.22 6.80 32,32,32,32 0
56 MG CA 1689 1/1 0.79 0.46 6.61 81,81,81,81 0
56 MG CA 1712 1/1 0.80 0.26 6.58 39,39,39,39 0
56 MG BA | 3234 1/1 0.79 0.23 6.53 55,55,55,55 0
56 MG AA | 1975 1/1 0.92 0.31 6.26 66,66,66,66 0
56 | MG | BA |3266| 1,1 0.98 | 0.33 | 6.25 24,24,24.24 0
56 MG DA | 3468 1/1 0.92 0.44 5.97 3,3,3,3 0
56 MG BA | 3304 1/1 0.89 0.33 5.84 25,25,25,25 0
56 MG AA ] 2009 1/1 0.94 0.28 5.82 47,47 47 47 0
56 MG CA 1769 1/1 0.47 0.20 5.64 70T 0
56 | MG | DA | 3424 1/1 0.86 | 0.38 | 5.47 14,14,14,14 0
56 MG BA | 3736 1/1 0.94 0.27 5.41 26,26,26,26 0
56 MG CA 1697 1/1 0.93 0.25 5.32 52,52,52,52 0
56 MG BA | 3667 1/1 0.97 0.31 5.28 48,48,48,48 0
56 MG DA | 3204 1/1 0.77 0.33 5.19 43,43,43,43 0
56 | MG | DA |3190| 1,1 0.95 | 0.24 | 5.18 44,44 0
56 MG BA | 3214 1/1 0.95 0.36 5.15 19,19,19,19 0
56 MG DA | 3257 1/1 0.97 0.37 5.04 3,3,3,3 0
56 MG BD | 5002 1/1 0.94 0.32 5.04 82,82,82,82 0
56 MG BA | 3356 1/1 0.81 0.40 4.96 54,54,54,54 0
56 | MG | AA | 1772 1/1 091 | 0.31 | 4.93 40,40,40,40 0
56 | MG | BA | 3167 | 1/1 0.97 | 0.36 | 4.90 22,22,22.22 0
56 MG BA | 3270 1/1 0.89 0.44 4.80 64,64,64,64 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3332 1/1 0.87 0.28 4.78 33,33,33,33 0
56 MG BA | 3008 1/1 0.86 0.25 4.76 38,38,38,38 0
56 MG AA | 1793 1/1 0.73 0.32 4.75 82,82,82,82 0
56 MG BA | 3350 1/1 0.74 0.26 4.66 31,31,31,31 0
56 MG BA | 3872 1/1 0.85 0.24 4.64 54,54,54,54 0
56 MG DA | 3344 1/1 0.97 0.36 4.28 25,25,25,25 0
56 MG AA 1613 1/1 0.97 0.24 4.23 45,45,45,45 0
56 MG DA | 3269 1/1 0.97 0.21 4.14 3,3,3,3 0
56 MG AX 413 1/1 0.90 0.35 4.12 32,32,32,32 0
56 MG DA 3445 1/1 0.94 0.22 4.11 4,444 0
56 | MG | BA | 3739 1/1 096 | 0.18 | 4.11 23.23,23.23 0
56 MG CA 1639 1/1 0.93 0.28 4.10 3,3,3,3 0
56 MG CA 1653 1/1 0.92 0.26 4.08 62,62,62,62 0
56 | MG | AA | 2017 | 1/1 094 | 0.26 | 4.06 AT AT AT AT 0
56 MG BO 205 1/1 0.72 0.32 4.01 86,86,86,86 0
56 MG DA | 3216 1/1 0.94 0.31 4.00 3,3,3,3 0
56 MG DA 3134 1/1 0.98 0.42 3.98 21,21,21,21 0
56 MG BA | 3751 1/1 0.71 0.33 3.96 53,53,53,53 0
56 MG BA | 3236 1/1 0.96 0.15 3.94 35,35,35,35 0
56 MG CA 1788 1/1 0.79 0.26 3.90 94,94,94,94 0
56 MG BA | 3611 1/1 0.99 0.24 3.82 8,8,8,8 0
56 MG DA | 3013 1/1 0.99 0.30 3.81 3,3,3,3 0
56 MG BA | 3832 1/1 0.95 0.27 3.71 28,28,28,28 0
56 MG BA | 3330 1/1 0.92 0.17 3.70 55,55,55,55 0
56 MG DA | 3028 1/1 0.92 0.29 3.70 4,444 0
56 MG BA | 3376 1/1 0.91 0.18 3.54 39,39,39,39 0
56 MG BA | 3879 1/1 0.92 0.31 3.31 46,46,46,46 0
56 | MG | AY | 123 | 1/1 0.79 | 028 | 3.24 42,42,42,42 0
56 MG DA | 3159 1/1 0.97 0.38 3.22 3,3,3,3 0
56 MG BA | 3898 1/1 0.93 0.36 3.21 38,38,38,38 0
56 MG BF 302 1/1 0.91 0.24 3.20 59,59,59,59 0
56 MG DA | 3330 1/1 0.95 0.22 3.13 5,9,5,5 0
56 MG BA 3627 1/1 0.92 0.12 3.11 22,22,22.22 0
56 MG BA | 3197 1/1 0.95 0.31 3.09 85,85,85,85 0
56 MG BA | 3132 1/1 0.93 0.21 3.08 40,40,40,40 0
56 MG BA | 3808 1/1 0.89 0.21 3.08 18,18,18,18 0
56 | MG | BA |3267| 1/1 0.88 | 0.28 | 3.05 21,21,21,21 0
56 MG AA | 1879 1/1 0.89 0.17 2.99 49,49,49,49 0
56 MG BA | 3595 1/1 0.91 0.21 2.95 62,62,62,62 0
56 MG BA | 3007 1/1 0.94 0.51 2.93 20,20,20,20 0
56 MG DA | 3180 1/1 0.93 0.32 2.91 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA 3447 1/1 0.89 0.32 2.91 15,15,15,15 0
56 MG BA | 3900 1/1 0.93 0.17 2.86 51,51,51,51 0
56 MG DA 3417 1/1 0.93 0.23 2.85 4,4,4.4 0
56 MG DA | 3074 1/1 0.86 0.40 2.83 3,3,3,3 0
56 MG AA | 1686 1/1 0.95 0.18 2.81 43,43,43,43 0
56 MG DA | 3409 1/1 0.96 0.32 2.78 3,3,3,3 0
56 | MG | BA 3204 1/1 098 | 023 | 2.74 4444 0
56 MG CA 1749 1/1 0.97 0.34 2.72 3,3,3,3 0
56 MG AA ] 1838 1/1 0.91 0.26 2.66 18,18,18,18 0
56 MG BA | 3130 1/1 0.97 0.16 2.63 32,32,32,32 0
56 MG BA | 3361 1/1 0.96 0.25 2.57 16,16,16,16 0
56 MG DA | 3339 1/1 0.94 0.25 2.56 6,6,6,6 0
56 MG BA | 3218 1/1 0.95 0.35 2.56 25,25,25,25 0
56 MG BA | 3610 1/1 0.89 0.17 2.51 38,38,38,38 0
56 MG AA | 1713 1/1 0.95 0.23 2.50 39,39,39,39 0
56 MG BA | 3863 1/1 0.96 0.17 2.48 62,62,62,62 0
56 MG DA 3131 1/1 0.84 0.30 2.48 31,31,31,31 0
o6 MG BA 3652 1/1 0.92 0.20 2.43 28,28,28,28 0
56 MG BA | 3349 1/1 0.85 0.17 2.43 46,46,46,46 0
56 MG BA 3724 1/1 0.90 0.18 2.42 29,29,29,29 0
56 MG DA | 3149 1/1 0.89 0.28 2.35 3,3,3,3 0
56 MG BA | 3220 1/1 0.96 0.23 2.35 13,13,13,13 0
56 MG AA 1920 1/1 0.89 0.25 2.28 26,26,26,26 0
56 MG CA 1785 1/1 0.75 0.30 2.28 83,83,83,83 0
56 MG BA | 3633 1/1 0.97 0.23 2.28 36,36,36,36 0
56 | MG | BA | 3150 | 1/1 0.88 | 0.19 | 2.26 41,4141 41 0
56 MG AA | 1752 1/1 0.72 0.23 2.26 66,66,66,66 0
56 MG BA 3594 1/1 0.98 0.20 2.25 12,12,12,12 0
56 MG BA | 3368 1/1 0.96 0.23 2.24 63,63,63,63 0
56 | MG | AA | 1893| 1/1 0.95 | 023 | 2.24 52,52,52,52 0
56 MG AA 1874 1/1 0.95 0.22 2.19 44,4444 44 0
56 MG AA | 1785 1/1 0.85 0.27 2.15 70,70,70,70 0
56 | MG | BD |5001| 1/1 095 | 0.34 | 2.14 61,61,61,61 0
56 MG AA 1903 1/1 0.94 0.48 2.13 54,54,54,54 0
56 | MG | DA | 3470 | 1/1 0.96 | 023 | 2.12 4444 0
56 MG DA | 3286 1/1 0.89 0.24 2.03 33,33,33,33 0
56 MG AA | 1674 1/1 0.87 0.15 2.03 52,52,52,52 0
56 MG DA 3148 1/1 0.94 0.20 2.02 4,444 0
56 MG BA | 3407 1/1 0.86 0.42 1.98 56,56,56,56 0
56 MG BA 3823 1/1 0.97 0.19 1.97 14,14,14,14 0
56 MG DA | 3081 1/1 0.97 0.16 1.86 4,444 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG CY 112 1/1 0.93 0.28 1.67 3,3,3,3 0
56 MG CA 1762 1/1 0.71 0.28 1.67 69,69,69,69 0
56 MG DA | 3086 1/1 0.96 0.27 1.63 3,3,3,3 0
56 MG B1 105 1/1 0.73 0.34 1.62 87,87,87,87 0
56 MG BA | 3836 1/1 0.92 0.22 1.60 20,20,20,20 0
56 MG DA | 3485 1/1 0.90 0.16 1.58 4444 0
56 MG DA | 3058 1/1 0.96 0.20 1.54 3,3,3,3 0
56 MG AA ] 1628 1/1 0.88 0.18 1.53 51,51,51,51 0
56 MG BA | 3704 1/1 0.62 0.17 1.46 88,88,88,88 0
56 MG DA | 3400 1/1 0.79 0.17 1.46 52,52,52,52 0
56 | MG | AA | 1941 1/1 0.95 | 024 | 1.44 12,42.42.42 0
56 MG CA 1793 1/1 0.99 0.42 1.43 3,3,3,3 0
56 MG BA | 3334 1/1 0.79 0.12 1.41 7T 0
56 MG AA | 1984 1/1 0.91 0.16 1.37 39,39,39,39 0
56 MG BA | 3555 1/1 0.94 0.20 1.35 7,7,7,7 0
56 MG DA | 3298 1/1 0.94 0.18 1.34 9,9,9,9 0
56 MG BA 3126 1/1 0.89 0.12 1.21 46,46,46,46 0
56 MG DA | 3278 1/1 0.90 0.17 1.18 60,60,60,60 0
56 MG BA | 3579 1/1 0.61 0.14 1.14 69,69,69,69 0
56 MG CA 1631 1/1 0.96 0.25 1.12 3,3,3,3 0
56 MG DA | 3234 1/1 0.95 0.18 1.11 3,3,3,3 0
56 MG BA | 3807 1/1 0.87 0.23 1.04 37,37,37,37 0
56 MG DD 5004 1/1 0.93 0.26 1.04 42.42.42 49 0
56 | MG | BA |3261| 1/1 0.95 | 0.17 | 0.99 14,14,14,14 0
56 MG BA | 3679 1/1 0.96 0.23 0.95 5,5,5,5 0
56 MG BA | 3537 1/1 0.85 0.17 0.94 38,38,38,38 0
56 MG BA | 3276 1/1 0.92 0.25 0.93 52,52,52,52 0
56 MG BA | 3559 1/1 0.96 0.15 0.91 31,31,31,31 0
56 MG BA | 3322 1/1 0.95 0.20 0.88 40,40,40,40 0
56 MG BA | 3036 1/1 0.80 0.35 0.85 88,88,88,88 0
56 MG DA | 3176 1/1 0.95 0.28 0.80 4,444 0
56 MG BA | 3826 1/1 0.87 0.17 0.77 28,28,28,28 0
56 MG BA | 3777 1/1 0.95 0.16 0.76 32,32,32,32 0
56 MG BA | 3682 1/1 0.98 0.13 0.75 20,20,20,20 0
56 MG AA | 1659 1/1 0.87 0.16 0.72 49,49,49,49 0
56 | MG | DA |3259| 1/1 0.90 | 0.23 | 0.72 44,44 0
56 MG AX 409 1/1 0.89 0.19 0.72 47,47,47,47 0
56 MG CL 201 1/1 0.93 0.30 0.70 67,67,67,67 0
56 MG CA 1799 1/1 0.92 0.13 0.69 5,9,5,5 0
56 MG DA | 3029 1/1 0.89 0.17 0.69 4444 0
56 MG BA | 3095 1/1 0.80 0.13 0.64 40,40,40,40 0
56 MG BA 3145 1/1 0.95 0.19 0.62 22,22,22.22 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3455 1/1 0.96 0.19 0.62 27,27,27,27 0
56 MG CF 202 1/1 0.81 0.23 0.60 51,51,51,51 0
56 MG BA | 3499 1/1 0.92 0.12 0.54 57,57,57,57 0
56 MG BA | 3238 1/1 0.95 0.14 0.52 20,20,20,20 0
56 | MG | AA | 1704 1/1 091 | 0.17 | 0.52 18,48,48,48 0
56 | MG | BA | 3492 | 1/1 094 | 0.13 | 051 18,48,48,48 0
56 MG AA ] 1900 1/1 0.97 0.45 0.49 39,39,39,39 0
56 MG BA | 3817 1/1 0.96 0.23 0.46 30,30,30,30 0
56 MG CA 1775 1/1 0.79 0.38 0.44 91,91,91,91 0
56 MG BA 3136 1/1 0.93 0.22 0.44 45,45,45,45 0
56 MG CA 1783 1/1 0.66 0.23 0.44 65,65,65,65 0
56 MG CZz 114 1/1 0.97 0.24 0.41 36,36,36,36 0
56 MG BA | 3451 1/1 0.99 0.15 0.38 13,13,13,13 0
56 MG BA | 3019 1/1 0.94 0.19 0.38 55,55,55,55 0
56 MG AX 407 1/1 0.86 0.47 0.37 60,60,60,60 0
56 MG AA ] 1829 1/1 0.97 0.28 0.36 43,43,43,43 0
56 MG BA | 3183 1/1 0.94 0.26 0.35 57,57,57,57 0
56 | MG | DA | 3141 1/1 0.99 | 0.14 | 0.34 44,44 0
56 | MG | CA | 1817 1/1 0.96 | 0.15 | 0.33 22,22,22.22 0
56 MG BQ 204 1/1 0.92 0.17 0.32 80,80,80,80 0
56 MG AA | 1812 1/1 0.93 0.20 0.32 65,65,65,65 0
56 MG BA 3716 1/1 0.88 0.14 0.26 24.24.24 24 0
56 MG B8 104 1/1 0.81 0.28 0.26 49,49,49,49 0
56 MG CA 1699 1/1 0.97 0.14 0.25 8,8,8,8 0
56 MG CA 1737 1/1 0.87 0.15 0.23 35,35,35,35 0
56 | MG | DD |5007| 1/1 0.96 | 024 | 0.22 11,11,11,11 0
56 | MG | DA | 3151 1/1 0.98 | 0.18 | 0.19 4444 0
56 MG DA | 3328 1/1 0.95 0.17 0.16 23,23,23,23 0
56 MG BA | 3785 1/1 0.90 0.21 0.15 25,25,25,25 0
56 MG CA 1628 1/1 0.94 0.21 0.14 4444 0
56 | MG | DA |3215| 1/1 0.94 | 0.16 | 0.12 14,44 0
56 MG AA | 1714 1/1 0.96 0.20 0.11 79,79,79,79 0
56 | MG | BA | 3205| 1/1 0.76 | 0.20 | 0.0 22,22,22 22 0
o6 MG BB 219 1/1 0.82 0.20 0.09 41,41,41,41 0
56 MG BA | 3069 1/1 0.94 0.16 0.07 65,65,65,65 0
56 MG DA | 3059 1/1 0.97 0.21 0.05 3,3,3,3 0
56 MG BA | 3080 1/1 0.94 0.12 0.03 29,29,29,29 0
56 MG CY 113 1/1 0.91 0.19 0.00 27,27,27,27 0
56 MG DA | 3068 1/1 0.95 0.18 | -0.02 4,444 0
56 MG AT 201 1/1 0.94 0.19 | -0.08 57,57,57,57 0
56 | MG | BA |3676]| 1/1 0.85 | 0.15 | -0.10 44,44,44,44 0
56 MG BA | 3708 1/1 0.95 0.17 | -0.11 28,28,28,28 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA 2026 1/1 0.89 0.11 -0.14 26,26,26,26 0
56 MG BA | 3393 1/1 0.90 0.22 | -0.15 61,61,61,61 0
56 MG BA 3821 1/1 0.94 0.12 -0.19 22,22.22.22 0
56 MG BA | 3185 1/1 0.98 0.14 | -0.23 8,8,8,8 0
56 MG DA | 3065 1/1 0.90 0.17 | -0.23 45,45,45,45 0
56 MG AA 2000 1/1 0.94 0.12 -0.23 46,46,46,46 0
56 MG BA | 3835 1/1 0.94 0.17 | -0.30 8,8,8,8 0
56 MG BA | 3770 1/1 0.88 0.16 | -0.31 30,30,30,30 0
56 MG DA | 3005 1/1 0.98 0.18 | -0.31 3,3,3,3 0
56 MG BA | 3315 1/1 0.96 0.12 | -0.33 28,28,28,28 0
56 MG BA | 3342 1/1 0.99 0.15 | -0.40 20,20,20,20 0
56 MG AC 304 1/1 0.91 0.21 | -0.40 72,72,72,72 0
56 MG CA 1786 1/1 0.95 0.27 | -0.42 67,67,67,67 0
56 MG AK 207 1/1 0.96 0.11 | -0.43 65,65,65,65 0
56 | MG | BA |3006]| 1,1 0.97 | 0.17 | -0.44 11,11,11,11 0
56 MG CA 1660 1/1 0.99 0.13 | -0.44 5,5,5,5 0
56 MG AN 102 1/1 0.93 0.23 | -0.46 57,57,57,57 0
56 MG BA | 3513 1/1 0.86 0.14 | -0.46 28,28,28,28 0
56 | MG | BA |3317| 1/1 094 | 0.14 | -0.47 18,48,48,48 0
56 MG BA | 3417 1/1 0.98 0.16 | -0.53 8,8,8,8 0
56 MG BA | 3293 1/1 0.97 0.16 | -0.53 7,7,7,7 0
56 MG BA 3404 1/1 0.88 0.14 -0.95 11,11,11,11 0
56 MG BA | 3018 1/1 0.91 0.16 | -0.57 40,40,40,40 0
56 MG CA 1760 1/1 0.96 0.16 | -0.59 18,18,18,18 0
56 MG BA | 3841 1/1 0.92 0.14 | -0.60 31,31,31,31 0
56 MG AY 108 1/1 0.92 0.10 | -0.62 59,59,59,59 0
56 | MG | BA | 3782 1/1 0.97 | 0.15 | -0.62 21,21,21,21 0
56 MG CA 1787 1/1 0.91 0.12 | -0.63 57,57,57,57 0
56 MG BA | 3650 1/1 0.93 0.12 | -0.63 5,9,5,5 0
56 MG DA | 3088 1/1 0.96 0.15 | -0.65 4,444 0
56 MG BA | 3004 1/1 0.94 0.12 | -0.65 27,27,27,27 0
56 MG AK 202 1/1 0.86 0.16 | -0.68 95,95,95,95 0
56 MG Al 201 1/1 0.82 0.29 | -0.72 59,59,59,59 0
56 MG AA ] 1838 1/1 0.88 0.10 | -0.72 72,72,72,72 0
56 MG DA | 3406 1/1 0.96 0.15 | -0.74 5,5,5,5 0
56 | MG | BA |3653| 1/1 0.98 | 0.14 | -0.76 12,12,12,12 0
56 MG BD | 5005 1/1 0.95 0.14 | -0.76 10,10,10,10 0
56 MG AA ] 1697 1/1 0.94 0.12 | -0.78 48,48,48,48 0
56 MG BA | 3697 1/1 0.76 0.37 | -0.78 72,72,72,72 0
56 MG BA | 3455 1/1 0.95 0.11 | -0.78 26,26,26,26 0
56 MG DA | 3007 1/1 0.90 0.10 | -0.88 25,25,25,25 0
56 MG AV | 5501 1/1 0.94 0.15 | -0.89 28,28,28,28 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3017 1/1 0.96 0.09 | -0.90 3,3,3,3 0
56 MG DA | 3342 1/1 0.97 0.14 | -0.92 7,7,7,7 0
56 MG AA 1947 1/1 0.67 0.12 -0.94 45,45,45,45 0
56 MG CB 301 1/1 0.92 0.14 | -0.95 39,39,39,39 0
57 ZN CD | 5001 1/1 0.98 024 | -0.97 63,63,63,63 0
56 MG AA ] 1650 1/1 0.93 0.14 | -0.99 45,45,45,45 0
56 MG AA ] 1688 1/1 0.89 0.08 | -1.02 68,68,68,68 0
56 MG BA | 3497 1/1 0.86 0.10 | -1.06 68,68,68,68 0
56 | MG | AL | 201 | 1,1 0.94 | 0.15 | -1.06 98,28,28,28 0
56 MG BA | 3257 1/1 0.95 0.09 | -1.07 28,28,28,28 0
56 MG BA | 3291 1/1 0.95 0.15 | -1.11 9,9,9,9 0
57 ZN AD 5001 1/1 0.96 0.24 -1.12 41,41,41,41 0
56 | MG | BA 3639 1/1 0.95 | 0.18 | -1.13 42,4242 42 0
57 ZN CN 101 1/1 0.95 0.16 | -1.13 | 100,100,100,100 0
56 MG AD 5002 1/1 0.93 0.12 -1.14 64,64,64,64 0
56 MG DA | 3391 1/1 0.87 0.11 | -1.17 35,35,35,35 0
56 MG BA 3112 1/1 0.92 0.13 -1.17 40,40,40,40 0
56 MG DA | 3123 1/1 0.98 0.13 | -1.19 5,5,5,5 0
56 MG BA 3616 1/1 0.98 0.08 -1.20 12,12,12,12 0
56 MG BA | 3583 1/1 0.79 0.09 | -1.22 71,71,71,71 0
56 MG CK 203 1/1 0.93 0.07 | -1.24 85,85,85,85 0
56 MG BA | 3385 1/1 0.90 0.09 | -1.25 63,63,63,63 0
56 MG BA | 3789 1/1 0.96 0.09 | -1.29 36,36,36,36 0
56 MG B4 101 1/1 0.85 0.10 -1.31 29,29,29,29 0
56 MG AA 2015 1/1 0.88 0.11 -1.34 40,40,40,40 0
56 MG BA | 3809 1/1 0.97 0.12 | -1.35 13,13,13,13 0
56 MG DA | 3034 1/1 0.98 0.11 | -1.39 6,6,6,6 0
56 MG DA | 3066 1/1 0.93 0.13 | -1.40 43,43,43,43 0
56 MG DA | 3133 1/1 0.97 0.09 | -1.40 19,19,19,19 0
56 MG BA | 3668 1/1 0.90 0.15 | -1.42 33,33,33,33 0
o7 ZN AN 101 1/1 0.97 0.11 -1.42 82,82,82,82 0
56 MG BA | 3307 1/1 0.87 0.14 | -1.42 34,34,34,34 0
56 MG BA | 3051 1/1 0.93 0.09 | -1.45 44,44,44,44 0
56 MG BA | 3703 1/1 0.84 0.08 | -1.45 68,68,68,68 0
56 | MG | DA |3285| 1/1 0.90 | 0.13 | -1.46 44,44 0
56 MG BA | 3299 1/1 0.95 0.13 | -1.46 9,9,9,9 0
56 MG BA | 3586 1/1 0.96 0.11 | -1.47 18,18,18,18 0
56 MG AB 304 1/1 0.88 0.11 | -1.49 73,73,73,73 0
56 | MG | CA | 1703 | 1/1 0.90 | 0.12 | -1.49 29,29,29,29 0
56 MG BA 3243 1/1 0.97 0.11 -1.51 26,26,26,26 0
56 MG DA | 3426 1/1 0.95 0.13 | -1.54 5,5,5,5 0
56 | MG | AA | 1925| 1/1 0.96 | 0.11 | -1.55 43,4343 43 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3212 1/1 0.97 0.12 | -1.55 5,5,5,5 0
56 MG BA | 3372 1/1 0.90 0.05 | -1.56 37,37,37,37 0
56 MG DA | 3107 1/1 0.81 0.09 | -1.57 30,30,30,30 0
56 MG BA | 3700 1/1 0.86 0.14 | -1.58 72,72,72,72 0
56 MG BA | 3869 1/1 0.91 0.13 | -1.58 7,0,7,7 0
56 MG BA | 3319 1/1 0.94 0.08 | -1.62 44,44,44,44 0
56 MG BA | 3151 1/1 0.85 0.09 | -1.68 31,31,31,31 0
56 MG BB 232 1/1 0.86 0.10 | -1.69 58,58,58,58 0
56 MG BE 301 1/1 0.83 0.09 | -1.70 55,55,55,55 0
56 | MG | AA | 1719 1/1 091 | 0.13 | -1.76 13,13,13,13 0
56 MG CZ 101 1/1 0.94 0.07 | -1.79 72,72,72,72 0
56 MG AA ] 1969 1/1 0.66 0.09 | -1.86 46,46,46,46 0
56 MG BA | 3383 1/1 0.91 0.12 | -1.86 53,53,53,53 0
56 MG AA 1703 1/1 0.95 0.12 -1.92 48,48,48,48 0
56 MG CA 1744 1/1 0.89 0.10 | -1.93 36,36,36,36 0
56 MG BA | 3473 1/1 0.92 0.13 | -1.93 31,31,31,31 0
56 MG BA | 3612 1/1 0.85 0.10 | -2.00 9,9,9,9 0
56 MG BA | 3493 1/1 0.94 0.07 | -2.04 50,50,50,50 0
56 MG AA 1927 1/1 0.98 0.15 -2.14 29,29,29,29 0
56 MG BA | 3308 1/1 0.95 0.13 | -2.14 8,8,8,8 0
56 MG DA | 3414 1/1 0.94 0.13 | -2.23 5,5,5,5 0
56 | MG | BA |3366| 1,1 0.80 | 0.07 | -2.30 24,24,24,24 0
56 MG DA | 3340 1/1 0.96 0.11 | -2.39 5,5,5,5 0
56 MG BK 202 1/1 0.87 0.18 | -2.42 83,83,83,83 0
56 MG BQ 206 1/1 0.95 0.07 | -2.51 13,13,13,13 0
56 MG AA | 1944 1/1 0.89 0.07 | -2.57 48,48,48,48 0
56 MG BA | 3063 1/1 0.90 0.04 | -2.58 86,86,86,86 0
56 | MG | BA | 3779 1/1 0.92 | 0.10 | 2.67 22,22,22,22 0
56 MG AA | 1731 1/1 0.99 0.08 | -2.76 17,17,17,17 0
56 MG BA | 3180 1/1 0.95 0.07 | -2.81 36,36,36,36 0
56 MG AA | 1724 1/1 0.97 0.08 | -2.82 35,35,35,35 0
56 MG CA 1812 1/1 0.92 0.11 | -2.84 36,36,36,36 0
56 MG BA | 3206 1/1 0.98 0.12 | -2.91 35,35,35,35 0
56 MG DA | 3371 1/1 0.93 0.06 | -3.00 56,56,56,56 0
56 MG DA | 3244 1/1 0.93 0.07 | -3.03 5,5,5,5 0
56 MG DA | 3316 1/1 0.97 0.13 | -3.05 4,444 0
56 | MG | CA | 1702| 1/1 0.95 | 0.09 | -3.17 24,24,24,24 0
56 MG BA | 3224 1/1 0.94 0.07 | -3.38 32,32,32,32 0
56 MG DA | 3116 1/1 0.97 0.08 | -3.66 3,3,3,3 0
56 | MG | BA | 3665 | 1/1 0.92 | 0.10 | -3.69 24,24,24,24 0
56 MG BB 223 1/1 0.96 0.08 | -3.70 27,27,27,27 0
56 MG DA | 3032 1/1 0.97 0.07 | -3.99 6,6,6,6 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3413 1/1 0.98 0.07 | -4.01 43,43,43,43 0
56 MG BA | 3694 1/1 0.96 0.06 | -4.52 NN 0
56 MG BA | 3370 1/1 0.96 0.05 | -5.10 46,46,46,46 0
56 MG Al 201 1/1 0.92 0.10 | -5.34 49,49,49,49 0
56 MG DA | 3312 1/1 0.96 0.07 | -5.62 46,46,46,46 0
56 MG DA | 3303 1/1 0.98 0.06 | -5.87 10,10,10,10 0
56 | MG | DA | 3440 | 1/1 0.85 | 0.12 | -6.01 4444 0
56 MG BA 3911 1/1 0.96 0.07 -6.34 22,22,22.22 0
56 MG AA | 1615 1/1 0.97 0.07 | -8.68 4,444 0
56 MG DA | 3462 1/1 0.98 0.24 - 3,3,3,3 0
56 MG DA | 3109 1/1 0.96 0.27 - 3,3,3,3 0
56 | MG | AA | 1797 | 1/1 0.91 | 0.34 ; 21,21,21,21 0
56 MG BB 226 1/1 0.75 0.30 - 72,72,72,72 0
56 MG CA 1698 1/1 0.96 0.19 - 37,37,37,37 0
56 | MG | DA |3441| 1,1 0.97 | 0.23 _ 44,44 0
56 MG AZ 103 1/1 0.74 0.09 - 66,66,66,66 0
56 MG DA | 3019 1/1 0.93 0.23 - 3,3,3,3 0
56 MG DA | 3379 1/1 0.97 0.34 - 3,3,3,3 0
56 MG BA | 3401 1/1 0.74 0.33 - 86,86,86,86 0
56 | MG | BA | 3351 1/1 0.96 | 0.15 ; 22,2222 22 0
56 MG BA | 3874 1/1 0.40 0.67 - 103,103,103,103 0
56 MG AA ] 1919 1/1 0.09 0.15 - 88,88,88,88 0
56 MG BA | 3773 1/1 0.95 0.15 - 25,25,25,25 0
56 MG BA | 3783 1/1 0.94 0.14 - 27,27,27,27 0
56 MG BA | 3607 1/1 0.90 0.19 - 40,40,40,40 0
56 MG BA | 3124 1/1 0.86 0.25 - 56,56,56,56 0
56 MG AZ 113 1/1 0.89 0.10 - 60,60,60,60 0
56 MG DA | 3171 1/1 0.93 0.16 - 3,3,3,3 0
56 | MG | DA |3097| 1/1 0.97 | 0.16 _ 44,44 0
56 MG DA | 3399 1/1 0.98 0.35 - 58,58,58,58 0
56 MG AA 1970 1/1 0.91 0.14 - 92,52,52,52 0
56 MG DA | 3270 1/1 0.98 0.22 - 4,4,4,4 0
56 MG CA 1612 1/1 0.98 0.13 - 3,3,3,3 0
56 MG BA | 3410 1/1 0.83 0.15 - 67,67,67,67 0
56 MG BB 210 1/1 0.88 0.33 - 72,72,72,72 0
56 | MG | DA |3333] 1,1 0.92 | 0.31 _ 44,44 0
56 MG CZ 110 1/1 0.84 0.18 - 68,68,68,68 0
56 MG AA | 1652 1/1 0.52 0.39 - 63,63,63,63 0
56 MG BA | 3064 1/1 0.95 0.17 - 57,57,57,57 0
56 | MG | AA | 2027 | 1/1 0.94 | 0.11 ; 27.27,27.27 0
56 MG AE 204 1/1 0.73 0.09 - 51,51,51,51 0
56 MG DA | 3071 1/1 0.94 0.25 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1761 1/1 0.92 0.15 - 39,39,39,39 0
56 MG DA 3245 1/1 0.91 0.15 - 41,41,41,41 0
56 MG BA | 3419 1/1 0.90 0.25 - 50,50,50,50 0
56 MG BA | 3233 1/1 0.73 0.40 - 70,70,70,70 0
56 MG AA | 1856 1/1 0.88 0.48 - 49,49,49,49 0
56 MG AA ] 1690 1/1 0.96 0.10 - 19,19,19,19 0
56 MG BA | 3029 1/1 0.89 0.30 - 59,59,59,59 0
56 MG CA 1633 1/1 0.97 0.26 - 3,3,3,3 0
56 MG BB 202 1/1 0.87 0.07 - 50,50,50,50 0
56 MG AA ] 1989 1/1 0.70 0.66 - 81,81,81,81 0
56 MG BA | 3691 1/1 0.79 0.14 - 73,73,73,73 0
56 MG BA | 3923 1/1 0.73 0.29 - 57,57,57,57 0
56 MG BA | 3624 1/1 0.61 0.17 - 89,89,89,89 0
56 MG BA | 3463 1/1 0.96 0.14 - 38,38,38,38 0
56 MG AA | 1606 1/1 0.95 0.17 - 35,35,35,35 0
56 MG CZ 113 1/1 0.96 0.45 - 3,3,3,3 0
56 | MG | BE | 305 | 1/1 0.94 | 0.12 _ 92.22,22,22 0
56 MG BA | 3781 1/1 0.87 0.21 - 85,85,85,85 0
56 MG BA | 3853 1/1 0.97 0.29 - 25,25,25,25 0
56 | MG | BA | 3430 | 1/1 094 | 0.11 ; 45.45,45.45 0
56 MG AA | 1685 1/1 0.92 0.15 - 28,28,28,28 0
56 MG BA | 3516 1/1 0.79 0.19 - 43,43,43,43 0
56 MG BA | 3861 1/1 0.82 0.18 - 65,65,65,65 0
56 MG AA 2014 1/1 0.71 0.18 - 21,21,21,21 0
56 MG DA | 3067 1/1 0.91 0.13 - 17,17,17,17 0
56 MG BA | 3894 1/1 0.89 0.10 - 70,70,70,70 0
56 MG CA 1804 1/1 0.99 0.25 - 4444 0
56 MG AA | 1968 1/1 0.93 0.27 - 35,35,35,35 0
56 MG AA | 1904 1/1 0.88 0.45 - 70T 0
56 MG B1 101 1/1 0.99 0.28 - 31,31,31,31 0
56 | MG | AA | 1932 1/1 0.80 | 0.14 ; 64,64,64,64 0
56 MG BA | 3086 1/1 0.98 0.14 - 23,23,23,23 0
56 | MG | BA | 3421 1/1 0.86 | 0.27 ; 45,45,45.45 0
56 MG BA | 3052 1/1 0.94 0.18 - 71,71,71,71 0
56 MG BA | 3382 1/1 0.65 0.09 - 75,75,75,75 0
56 | MG | AA | 1991 | 1,1 0.92 | 0.10 _ 84,84,84,84 0
56 MG BA | 3389 1/1 0.72 0.93 - 75,75,75,75 0
56 MG AA | 1935 1/1 0.75 0.10 - 53,53,53,53 0
56 MG CA 1715 1/1 0.91 0.28 - 40,40,40,40 0
56 MG BA | 3910 1/1 0.95 0.30 - 40,40,40,40 0
56 MG AA | 1678 1/1 0.46 0.50 - 92,92,92,92 0
56 MG BA | 3908 1/1 0.93 0.18 - 26,26,26,26 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3305 1/1 0.97 0.09 - 18,18,18,18 0
56 MG DA | 3331 1/1 0.95 0.14 - 23,23,23,23 0
56 MG DA | 3350 1/1 0.92 0.15 - 63,63,63,63 0
56 MG AA | 1770 1/1 0.69 0.42 - 52,52,52,52 0
56 MG BA | 3591 1/1 0.95 0.18 - 29,29,29,29 0
56 | MG | DA | 3311 1/1 0.82 | 0.18 ; 72.72,72.72 0
56 MG BA | 3645 1/1 0.98 0.15 - 30,30,30,30 0
56 MG DA | 3045 1/1 0.96 0.35 - 3,3,3,3 0
56 MG AA | 1807 1/1 0.90 0.12 - 36,36,36,36 0
56 MG DA | 3256 1/1 0.99 0.10 - 6,6,6,6 0
56 MG AA ] 1990 1/1 0.93 0.12 - 63,63,63,63 0
56 MG DA | 3456 1/1 0.86 0.19 - 5,9,5,5 0
56 MG AA ] 1638 1/1 0.66 0.45 - 72,72,72,72 0
56 MG BA | 3099 1/1 0.97 0.22 - 29,29,29,29 0
56 MG AA | 1967 1/1 0.95 0.09 - 28,28,28,28 0
56 MG BA | 3438 1/1 0.92 0.20 - 67,67,67,67 0
56 MG CT 201 1/1 0.98 0.30 - 3,3,3,3 0
56 | MG | AA | 1744 | 1/1 0.86 | 0.28 ; 74,74,74,74 0
56 MG BA | 3464 1/1 0.93 0.36 - 75,75,75,75 0
56 MG BB 228 1/1 0.91 0.29 - 63,63,63,63 0
56 MG AA ] 1953 1/1 0.66 0.14 - 87,87,87,87 0
56 MG DA | 3188 1/1 0.97 0.20 - 3,3,3,3 0
56 MG BA | 3244 1/1 0.93 0.38 - 31,31,31,31 0
56 MG CA 1748 1/1 0.89 0.19 - 3,3,3,3 0
56 MG BA | 3727 1/1 0.88 0.28 - 44,44.,44,44 0
56 MG BA | 3479 1/1 0.92 0.16 - 30,30,30,30 0
56 MG BA | 3088 1/1 0.88 0.34 - 63,63,63,63 0
56 MG BA | 3541 1/1 0.91 0.17 - 30,30,30,30 0
56 MG DA | 3348 1/1 0.86 0.11 - 60,60,60,60 0
56 MG CA 1814 1/1 0.83 0.16 - 66,66,66,66 0
56 MG BA | 3053 1/1 0.89 0.29 - 78,78,78,78 0
56 | MG | BQ | 201 | 1/1 094 | 0.24 ; 45,4545 45 0
56 MG BA | 3918 1/1 0.84 0.55 - 63,63,63,63 0
56 MG DD | 5001 1/1 0.96 0.15 - 33,33,33,33 0
56 MG BA | 3805 1/1 0.92 0.20 - 40,40,40,40 0
56 MG DA | 3142 1/1 0.95 0.45 - 3,3,3,3 0
56 MG BA | 3712 1/1 0.79 0.42 - 70T 0
56 MG AY 112 1/1 0.93 0.20 - 38,38,38,38 0
56 MG AA 1931 1/1 0.93 0.21 - 31,31,31,31 0
56 MG DA | 3474 1/1 0.95 0.22 - 3,3,3,3 0
56 MG BA | 3522 1/1 0.97 0.04 - 36,36,36,36 0
56 MG AA | 1777 1/1 0.93 0.27 - 53,53,53,53 0

Continued on next page...



Page 101 wwPDB X-ray Structure Validation Summary Report AVE67

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1720 1/1 0.93 0.18 - 36,36,36,36 0
56 MG AY 125 1/1 0.94 0.52 - 36,36,36,36 0
56 MG BA | 3744 1/1 0.87 0.16 - 72,72,72,72 0
56 MG BA | 3387 1/1 0.89 0.11 - 56,56,56,56 0
56 MG DA | 3249 1/1 0.97 0.11 - 6,6,6,6 0
56 MG BA | 3653 1/1 0.59 0.51 - 61,61,61,61 0
56 MG BA | 3021 1/1 0.94 0.40 - 37,37,37,37 0
56 MG BA | 3677 1/1 0.92 0.14 - 30,30,30,30 0
56 MG BA | 3880 1/1 0.79 0.16 - 63,63,63,63 0
56 MG DA | 3341 1/1 0.98 0.36 - 3,3,3,3 0
56 MG DA | 3490 1/1 0.98 0.28 - 3,3,3,3 0
56 | MG | BB | 216 | 1/1 091 | 0.25 ; 16,46,46,46 0
56 MG DA | 3208 1/1 0.95 0.27 - 4444 0
56 MG AA 1945 1/1 0.92 0.12 - 34,34,34,34 0
56 MG DA | 3429 1/1 0.95 0.47 - 3,3,3,3 0
56 MG BA | 3373 1/1 0.89 0.20 - 50,50,50,50 0
56 MG DA | 3317 1/1 0.96 0.33 - 43,43,43,43 0
56 MG BQ 202 1/1 0.96 0.16 - 18,18,18,18 0
56 | MG | BA | 3121 1/1 0.92 | 0.07 ; 61,61,61,61 0
56 MG CA 1724 1/1 0.90 0.15 - 36,36,36,36 0
56 MG DA | 3010 1/1 0.95 0.17 - 3,3,3,3 0
56 MG CA 1796 1/1 0.79 0.21 - NN 0
56 MG BA | 3324 1/1 0.91 0.29 - 50,50,50,50 0
56 MG BA | 3726 1/1 0.95 0.09 - 25,25,25,25 0
56 | MG | BA 3379 1/1 0.83 | 0.27 ; 115,115,115,115 | 0
56 MG CA 1676 1/1 0.91 0.88 - 42,42,42.,42 0
56 MG BA | 3316 1/1 0.95 0.07 - 35,35,35,35 0
56 MG BA | 3166 1/1 0.83 0.34 - 63,63,63,63 0
56 MG DY 201 1/1 0.96 0.10 - 3,3,3,3 0
56 MG AA 2004 1/1 0.90 0.14 - 51,51,51,51 0
56 MG CA 1646 1/1 0.99 0.24 - 3,3,3,3 0
56 MG BA | 3641 1/1 0.90 0.34 - 63,63,63,63 0
56 MG BA | 3396 1/1 0.94 0.24 - 42,42,42.42 0
56 MG DA | 3290 1/1 0.80 0.36 - 64,64,64,64 0
56 MG CA 1695 1/1 0.77 0.16 - 59,59,59,59 0
56 MG BN 201 1/1 0.86 0.14 - 70,70,70,70 0
56 MG BA | 3437 1/1 0.36 0.37 - 117,117,117,117 0
56 MG BA | 3656 1/1 0.95 0.26 - 16,16,16,16 0
56 MG BA | 3445 1/1 0.49 0.27 - 63,63,63,63 0
56 MG DA | 3378 1/1 0.98 0.27 - 3,3,3,3 0
56 MG AA ] 1980 1/1 0.94 0.12 - 38,38,38,38 0
56 MG AA ] 1973 1/1 0.88 0.18 - 56,56,56,56 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 | MG | BA | 3259 1/1 0.90 | 0.10 _ 44,44 44,44 0
56 MG DA | 3398 1/1 0.81 0.41 - 55,55,55,55 0
56 MG BA | 3685 1/1 0.89 0.17 - 54,54,54,54 0
56 MG BA | 3798 1/1 0.89 0.11 - 54,54,54,54 0
56 MG CA 1645 1/1 0.95 0.12 - 6,6,6,6 0
56 MG BF 305 1/1 0.83 0.11 - 63,63,63,63 0
56 MG DG 201 1/1 0.97 0.17 - 3,3,3,3 0
56 | MG | BA |3705| 1/1 0.87 | 0.21 _ 42,42 42,42 0
56 MG BA | 3013 1/1 0.72 0.61 - 103,103,103,103 0
56 MG BA | 3016 1/1 0.95 0.09 - 50,50,50,50 0
56 MG BA | 3517 1/1 0.93 0.12 - 46,46,46,46 0
56 MG DA | 3172 1/1 0.92 0.26 - 3,3,3,3 0
56 MG DA | 3276 1/1 0.96 0.27 - 4444 0
56 MG DO 201 1/1 0.99 0.30 - 3,3,3,3 0
56 MG CH 201 1/1 0.90 0.41 - 58,58,58,58 0
56 MG BA | 3776 1/1 0.82 0.23 - 43,43,43,43 0
56 | MG | BA |3915| 1/1 0.95 | 0.29 _ 41,41,41,41 0
56 MG BA | 3107 1/1 0.90 0.13 - 49,49,49,49 0
56 MG DA | 3325 1/1 0.97 0.28 - 3,3,3,3 0
56 MG AA | 1746 1/1 0.98 0.17 - 39,39,39,39 0
56 MG AA ] 2020 1/1 0.87 0.13 - 74,74,74,74 0
56 MG BA 3435 1/1 0.94 0.12 - 32,32,32,32 0
56 MG AA | 1965 1/1 0.94 0.34 - 54,54,54,54 0
56 MG BA | 3260 1/1 0.48 0.26 - 75,75,75,75 0
56 MG AA | 1825 1/1 0.93 0.17 - 31,31,31,31 0
56 MG D1 102 1/1 0.93 0.23 - 53,53,53,53 0
56 MG AA ] 1660 1/1 0.91 0.12 - 70T 0
56 MG BA | 3391 1/1 0.95 0.14 - 51,51,51,51 0
56 MG DA 3454 1/1 0.94 0.14 - 45,45,45,45 0
56 MG CA 1638 1/1 0.96 0.30 - 3,3,3,3 0
56 MG CA 1798 1/1 0.97 0.35 - 3,3,3,3 0
56 MG BA | 3399 1/1 0.74 0.10 - 73,73,73,73 0
56 MG CF 204 1/1 0.97 0.31 - 3,3,3,3 0
56 MG AA ] 1801 1/1 0.96 0.07 - 55,55,55,55 0
56 MG AA | 1647 1/1 0.83 0.28 - 64,64,64,64 0
56 MG CA 1759 1/1 0.94 0.27 - 48,48,48.48 0
56 MG DD | 5009 1/1 0.93 0.37 - 29,29,29,29 0
56 MG AA ] 1679 1/1 0.87 0.41 - 51,51,51,51 0
56 MG DA | 3261 1/1 0.98 0.30 - 3,3,3,3 0
56 MG CA 1664 1/1 0.98 0.18 - 3,3,3,3 0
56 MG BA | 3120 1/1 0.92 0.37 - 53,53,53,53 0
56 MG BA | 3108 1/1 0.89 0.15 - 55,55,55,55 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3510 1/1 0.81 0.26 - 61,61,61,61 0
56 MG BA | 3713 1/1 0.95 0.18 - 33,33,33,33 0
56 MG BA | 3015 1/1 0.95 0.20 - 60,60,60,60 0
56 | MG | BA |3619| 1/1 0.89 | 0.21 _ 42,42,42,42 0
56 MG BA | 3742 1/1 0.74 0.15 - 70,70,70,70 0
56 MG CY 105 1/1 0.84 0.17 - 52,52,52,52 0
56 MG AA ] 1809 1/1 0.94 0.23 - 90,90,90,90 0
56 MG BA | 3328 1/1 0.95 0.12 - 38,38,38,38 0
56 MG BA | 3084 1/1 0.85 0.46 - 62,62,62,62 0
56 MG BA | 3081 1/1 0.99 0.19 - 31,31,31,31 0
56 | MG | BA | 3138 1/1 0.91 | 0.22 ; 27.27,27.27 0
56 MG AY 118 1/1 0.78 0.12 - 83,83,83,83 0
56 | MG | BA | 3274 1/1 0.97 | 0.14 ; 21,21,21,21 0
56 | MG | BA |3660| 1/1 0.98 | 0.26 _ 12,12,12,12 0
56 | MG | BA |354d4| 1/1 0.91 | 0.40 _ 72,72,72.72 0
56 | MG | AA | 1765 | 1/1 0.97 | 0.30 _ 11,11,11,11 0
56 MG DA | 3361 1/1 0.92 0.64 - 78,78,78,78 0
56 MG DA | 3380 1/1 0.81 0.24 - 64,64,64,64 0
56 MG AA ] 1978 1/1 0.80 0.17 - 35,35,35,35 0
56 MG BA | 3589 1/1 0.95 0.10 - 29,29,29,29 0
56 MG DA | 3475 1/1 0.95 0.18 - 3,3,3,3 0
56 MG CA 1609 1/1 0.97 0.33 - 3,3,3,3 0
56 MG BB 201 1/1 0.69 0.40 - 59,59,59,59 0
56 MG BA | 3551 1/1 0.98 0.17 - 19,19,19,19 0
56 MG DA | 3377 1/1 0.93 0.09 - 43,43,43,43 0
56 MG BA | 3427 1/1 0.90 0.13 - 34,34,34,34 0
56 MG BA | 3198 1/1 0.68 0.45 - 76,76,76,76 0
56 MG CA 1752 1/1 0.98 0.37 - 3,3,3,3 0
56 MG BA | 3195 1/1 0.87 0.22 - 47,47 47,47 0
56 MG AA | 1895 1/1 0.96 0.09 - 52,52,52,52 0
56 MG AA ] 1673 1/1 0.95 0.17 - 64,64,64,64 0
56 MG BA | 3070 1/1 0.92 0.24 - 37,37,37,37 0
56 MG CA 1667 1/1 0.84 0.12 - 58,58,58,58 0
56 MG CA 1706 1/1 0.85 0.27 - 62,62,62,62 0
56 MG AA | 1709 1/1 0.85 0.16 - 54,54,54,54 0
56 MG BA | 3820 1/1 0.94 0.24 - 59,59,59,59 0
56 MG BA | 3043 1/1 0.79 0.15 - 58,58,58,58 0
56 MG BA | 3599 1/1 0.90 0.53 - 50,50,50,50 0
56 MG DA | 3425 1/1 0.92 0.16 - 5,9,5,5 0
56 MG CA 1683 1/1 0.88 0.27 - 61,61,61,61 0
56 MG BA | 3348 1/1 0.94 0.17 - 37,37,37,37 0
56 | MG | DA |3359| 1/1 0.83 | 0.1 _ 42,42 42,42 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 | MG | CA | 1620]| 1/1 0.99 | 0.18 _ 14,44 0
56 | MG | BA |3882] 1/1 0.98 | 0.24 _ 42,42,42,42 0
56 MG DA | 3073 1/1 0.96 0.12 - 6,6,6,6 0
56 MG AA | 1918 1/1 0.87 0.07 - 58,58,58,58 0
56 MG AA | 1602 1/1 0.85 0.51 - 74,74,74,74 0
56 MG BA | 3885 1/1 0.95 0.12 - 67,67,67,67 0
56 MG BA | 3488 1/1 0.95 0.15 - 52,52,52,52 0
56 MG AT 202 1/1 0.90 0.10 - 58,58,58,58 0
56 MG AA 2001 1/1 0.97 0.14 - 29,29,29,29 0
56 MG AA | 1943 1/1 0.95 0.14 - 56,56,56,56 0
56 MG BA | 3897 1/1 0.88 0.23 - 48,48,48,48 0
56 MG AX 408 1/1 0.85 0.10 - 57,57,57,57 0
56 MG BA | 3604 1/1 0.83 0.49 - 50,50,50,50 0
56 MG DA | 3369 1/1 0.90 0.22 - 43,43,43,43 0
56 MG CA 1688 1/1 0.96 0.32 - 54,54,54,54 0
56 MG BA | 3409 1/1 0.79 0.11 - 58,58,58,58 0
56 MG BA | 3560 1/1 0.82 0.28 - 52,52,52,52 0
56 MG AA | 1616 1/1 0.89 0.29 - 47,47,47,47 0
56 MG DA | 3221 1/1 0.95 0.35 - 52,52,52,52 0
56 | MG | BA | 3511 1/1 0.78 | 0.11 ; 13,43,43,43 0
56 MG AA | 1778 1/1 0.94 0.33 - 37,37,37,37 0
56 MG AA | 1614 1/1 0.90 0.38 - 49,49,49,49 0
56 MG AA | 1655 1/1 0.84 0.15 - 61,61,61,61 0
56 MG BA | 3912 1/1 0.95 0.10 - 26,26,26,26 0
56 MG DA | 3402 1/1 0.96 0.15 - 32,32,32,32 0
56 | MG | AA | 1831 1/1 092 | 0.14 ; 13,43,43.43 0
56 MG DA | 3268 1/1 0.95 0.17 - 4444 0
56 MG BA | 3027 1/1 0.81 0.32 - 86,86,86,86 0
56 MG DA 3121 1/1 0.78 0.21 - 41,41,41,41 0
56 MG AA | 1802 1/1 0.93 0.22 - 39,39,39,39 0
56 MG AA | 1897 1/1 0.77 0.39 - 62,62,62,62 0
56 MG AA | 1818 1/1 0.81 0.79 - 74,74,74,74 0
56 MG DB 208 1/1 0.87 0.20 - 3,3,3,3 0
56 MG BA | 3701 1/1 0.89 0.12 - 58,58,58,58 0
56 MG DA | 3023 1/1 0.93 0.25 - 3,3,3,3 0
56 MG BA | 3580 1/1 0.86 0.20 - 54,54,54,54 0
56 MG BA | 3082 1/1 0.91 0.15 - 56,56,56,56 0
56 MG BA | 3502 1/1 0.85 0.18 - 61,61,61,61 0
56 MG CA 1606 1/1 0.99 0.32 - 3,3,3,3 0
56 MG BA | 3279 1/1 0.86 0.20 - 39,39,39,39 0
56 MG BA | 3683 1/1 0.77 0.32 - 63,63,63,63 0
56 MG DA | 3466 1/1 0.92 0.27 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 | MG | DA |3471| 1/1 0.96 | 0.16 _ 14,44 0
56 MG DD | 5003 1/1 0.88 0.27 - 65,65,65,65 0
56 MG AA | 1745 1/1 0.92 0.06 - 75,75,75,75 0
56 MG CA 1684 1/1 0.82 0.22 - 74,74,74,74 0
56 MG AA | 1627 1/1 0.98 0.13 - 29,29,29,29 0
56 MG BA | 3483 1/1 0.83 0.43 - A7.47,47,47 0
56 MG BH 203 1/1 0.87 0.10 - 56,56,56,56 0
56 MG AZ 101 1/1 0.85 0.15 - 63,63,63,63 0
56 MG AA 1629 1/1 0.97 0.12 - 32,32,32,32 0
56 MG BA | 3403 1/1 0.76 0.23 - 98,98,98,98 0
56 MG BA | 3343 1/1 0.71 0.65 - 70,70,70,70 0
56 MG CA 1771 1/1 0.86 0.23 - 80,80,80,80 0
56 MG AA ] 1981 1/1 0.95 0.16 - 52,52,52,52 0
56 | MG | DA | 3436 1/1 0.96 | 0.18 _ 44,44 0
56 MG BA | 3248 1/1 0.87 0.27 - 43,43,43,43 0
56 | MG | DA |3327| 1/1 0.97 | 0.34 _ 44,44 0
56 MG DA | 3055 1/1 0.94 0.30 - 3,3,3,3 0
56 MG BA | 3702 1/1 0.88 0.13 - 83,83,83,83 0
56 MG BA | 3256 1/1 0.89 0.60 - 60,60,60,60 0
56 MG BA | 3232 1/1 0.91 0.12 - 58,58,58,58 0
56 MG DA | 3428 1/1 0.82 0.38 - 3,3,3,3 0
56 MG DA | 3396 1/1 0.79 0.19 - 66,66,66,66 0
56 MG BB 205 1/1 0.38 0.43 - 100,100,100,100 0
56 MG AA | 1924 1/1 0.94 0.25 - 58,58,58,58 0
56 MG BA | 3023 1/1 0.90 0.15 - 44,44.,44,44 0
56 MG BR 201 1/1 0.90 0.15 - 34,34,34,34 0
56 MG AX 412 1/1 0.94 0.20 - 56,56,56,56 0
56 MG BA | 3602 1/1 0.94 0.32 - 43,43,43,43 0
56 MG BA | 3765 1/1 0.87 0.41 - 60,60,60,60 0
56 MG DA | 3349 1/1 0.98 0.14 - 29,29,29,29 0
56 MG DA | 3299 1/1 0.93 0.18 - 50,50,50,50 0
56 MG BA | 3297 1/1 0.91 0.17 - 45,45,45,45 0
56 MG BA | 3429 1/1 0.95 0.26 - 51,51,51,51 0
o6 MG BA 3472 1/1 0.90 0.14 - 10,10,10,10 0
56 MG BA | 3593 1/1 0.78 0.47 - 64,64,64,64 0
56 MG BA | 3336 1/1 0.93 0.10 - 45,45,45,45 0
56 MG BA | 3357 1/1 0.89 0.16 - 31,31,31,31 0
56 MG BA | 3169 1/1 0.89 0.19 - 67,67,67,67 0
56 MG DA | 3016 1/1 0.96 0.18 - 3,3,3,3 0
56 MG CA 1708 1/1 0.94 0.15 - 36,36,36,36 0
56 MG DA | 3193 1/1 0.96 0.14 - 7,7,7,7 0
56 MG DA | 3367 1/1 0.90 0.10 - 59,59,59,59 0

Continued on next page...



Page 106 wwPDB X-ray Structure Validation Summary Report AVE67

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3264 1/1 0.83 0.24 - 60,60,60,60 0
56 MG DA | 3227 1/1 0.98 0.30 - 3,3,3,3 0
56 MG AA ] 1619 1/1 0.70 0.47 - 62,62,62,62 0
56 MG BA | 3298 1/1 0.92 0.31 - 30,30,30,30 0
56 MG DA | 3491 1/1 0.98 0.33 - 3,3,3,3 0
56 MG AA | 1835 1/1 0.98 0.20 - 37,37,37,37 0
56 MG AA ] 2006 1/1 0.92 0.21 - 53,53,53,53 0
56 MG DA | 3002 1/1 0.93 0.31 - 3,3,3,3 0
56 MG AA | 1632 1/1 0.91 0.12 - 35,35,35,35 0
56 MG CA 1756 1/1 0.97 0.20 - 3,3,3,3 0
56 MG BA | 3193 1/1 0.66 0.53 - 83,83,83,83 0
56 MG DA | 3203 1/1 0.95 0.26 - 15,15,15,15 0
56 MG BA | 3659 1/1 0.91 0.26 - 43,43,43,43 0
56 | MG | B8 | 103 | 1/1 0.94 | 0.14 _ 61,61,61,61 0
56 MG BA | 3543 1/1 0.80 0.26 - 38,38,38,38 0
56 MG BB 235 1/1 0.57 0.13 - 59,59,59,59 0
56 MG CA 1764 1/1 0.96 0.29 - 3,3,3,3 0
56 MG BA | 3870 1/1 0.87 0.29 - 47,47,47,47 0
56 MG AA ] 1913 1/1 0.93 0.10 - 54,54,54,54 0
56 MG AA ] 1670 1/1 0.82 0.31 - 67,67,67,67 0
56 MG BA | 3470 1/1 0.68 0.35 - NN 0
56 MG AL 204 1/1 0.95 0.07 - 43,43,43,43 0
56 MG DA | 3260 1/1 0.94 0.30 - 3,3,3,3 0
56 MG BA | 3572 1/1 0.89 0.15 - 34,34,34,34 0
56 MG CA 1647 1/1 0.97 0.24 - 3,3,3,3 0
56 MG BA | 3284 1/1 0.97 0.17 - 15,15,15,15 0
o6 MG AA 1621 1/1 0.97 0.14 - 25,25,25,25 0
56 MG DA | 3224 1/1 0.96 0.13 - 5,5,5,5 0
56 | MG | DA |3337| 1,1 0.93 | 0.19 _ 44,44 0
56 | MG | BA |3457| 1/1 0.97 | 0.25 _ 11,11,11,11 0
56 MG CA 1807 1/1 0.97 0.31 - 3,3,3,3 0
56 MG BD | 5007 1/1 0.68 0.21 - 55,55,55,55 0
56 MG BA | 3819 1/1 0.87 0.50 - 34,34,34,34 0
56 MG AB 303 1/1 0.92 0.14 - 40,40,40,40 0
56 MG AA | 1992 1/1 0.81 0.17 - NN 0
56 MG BQ 205 1/1 0.76 0.25 - D7,57,57,57 0
56 MG AA ] 1691 1/1 0.80 0.15 - 37,37,37,37 0
56 MG CA 1654 1/1 0.93 0.19 - 28,28,28,28 0
56 MG CA 1601 1/1 0.91 0.29 - 3,3,3,3 0
56 MG CA 1634 1/1 0.97 0.09 - 6,6,6,6 0
56 MG BA | 3059 1/1 0.90 0.10 - 74,74,74,74 0
56 MG BA | 3582 1/1 0.98 0.07 - 55,55,55,55 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 | MG | DA | 3482 1/1 0.90 | 0.20 _ 14,44 0
56 MG AA | 1892 1/1 0.93 0.22 - 30,30,30,30 0
56 MG AA | 1642 1/1 0.96 0.16 - 57,57,57,57 0
56 MG DA | 3206 1/1 0.95 0.14 - 5,5,5,5 0
56 MG DA | 3147 1/1 0.96 0.36 - 3,3,3,3 0
56 MG BA | 3155 1/1 0.97 0.42 - 46,46,46,46 0
56 MG BA | 3453 1/1 0.87 0.29 - 57,57,57,57 0
56 MG BA | 3635 1/1 0.97 0.12 - 37,37,37,37 0
56 MG BA | 3890 1/1 0.98 0.20 - 25,25,25,25 0
56 | MG | CZ | 106 | 1/1 042 | 0.15 _ 82,82,82.82 0
56 MG DA | 3320 1/1 0.37 0.72 - 82,82,82,82 0
56 MG BA | 3333 1/1 0.96 0.11 - 55,55,55,55 0
56 MG BA | 3434 1/1 0.88 0.25 - 68,68,68,68 0
56 MG CA 1743 1/1 0.77 0.09 - 52,52,52,52 0
56 | MG | DA |3218| 1/1 0.96 | 0.16 _ 44,44 0
56 MG CA 1789 1/1 0.92 0.31 - 43,43,43,43 0
56 MG AX 404 1/1 0.78 0.39 - 92,92,92,92 0
56 | MG | AZ | 111 | 1/1 091 | 0.16 ; 71,71,71,71 0
56 MG CA 1773 1/1 0.85 0.12 - 66,66,66,66 0
56 MG BU 201 1/1 0.67 0.40 - 83,83,83,83 0
56 MG AA 1798 1/1 0.92 0.11 - 25,25,25,25 0
56 MG CA 1626 1/1 0.87 0.56 - 3,3,3,3 0
56 MG BA | 3480 1/1 0.83 0.18 - 43,43,43,43 0
56 | MG | DA |3211| 1/1 091 | 0.28 _ 44,44 0
56 MG CY 101 1/1 0.96 0.22 - 3,3,3,3 0
56 MG BA | 3535 1/1 0.68 0.28 - 62,62,62,62 0
56 MG DA | 3266 1/1 0.99 0.25 - 3,3,3,3 0
56 MG DA | 3433 1/1 0.98 0.24 - 3,3,3,3 0
56 MG BA | 3824 1/1 0.96 0.13 - 17,17,17,17 0
56 MG BA 3251 1/1 0.90 0.10 - 41,41,41,41 0
56 MG BA | 3441 1/1 0.76 0.57 - 70,70,70,70 0
56 MG DA | 3427 1/1 0.96 0.55 - 3,3,3,3 0
56 MG AK 201 1/1 0.85 0.61 - 76,76,76,76 0
56 MG BA | 3122 1/1 0.81 0.12 - 56,56,56,56 0
56 MG AA ] 1810 1/1 0.90 0.57 - 64,64,64,64 0
56 MG BA | 3253 1/1 0.90 0.34 - 71,71,71,71 0
56 MG BA | 3862 1/1 0.83 0.10 - 85,85,85,85 0
56 MG BA | 3339 1/1 0.90 0.19 - 66,66,66,66 0
56 | MG | BA | 3412 1/1 0.72 | 0.19 ; 64,64,64,64 0
56 MG DT 201 1/1 0.98 0.36 - 3,3,3,3 0
56 MG AY 103 1/1 0.72 0.09 - 87,87,87,87 0
56 MG AA ] 1933 1/1 0.89 0.13 - 75,75,75,75 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 | MG | AD | 5003 | 1/1 0.80 | 0.07 _ 12,42 42,42 0
56 MG BA | 3563 1/1 0.93 0.14 - D7,57,57,57 0
56 MG AA ] 1956 1/1 0.81 0.21 - 58,58,58,58 0
56 MG BA | 3201 1/1 0.91 0.24 - 67,67,67,67 0
56 MG BA | 3178 1/1 0.84 0.20 - 51,51,51,51 0
56 MG DA | 3363 1/1 0.97 0.41 - 3,3,3,3 0
56 MG CA 1741 1/1 0.84 0.27 - 50,50,50,50 0
56 MG B1 106 1/1 0.91 0.24 - 56,56,56,56 0
56 MG AA 1645 1/1 0.81 0.26 - 42.42.42 49 0
56 MG CA 1746 1/1 0.93 0.17 - 57,57,57,57 0
56 MG AA | 1832 1/1 0.97 0.27 - 33,33,33,33 0
56 MG BA | 3040 1/1 0.96 0.31 - 97,97,97,97 0
56 MG BA | 3140 1/1 0.90 0.20 - 33,33,33,33 0
56 MG BA | 3184 1/1 0.88 0.15 - 45,45,45,45 0
56 MG DA | 3014 1/1 0.98 0.38 - 3,3,3,3 0
56 MG DA | 3072 1/1 0.94 0.20 - 3,3,3,3 0
56 MG AZ 107 1/1 0.88 0.07 - 78,78,78,78 0
56 MG DA | 3046 1/1 0.96 0.25 - 4,444 0
56 MG DA | 3196 1/1 0.95 0.22 - 4,4,4,4 0
56 MG CY 106 1/1 0.88 0.34 - 66,66,66,66 0
56 | MG | BA | 3418 1/1 0.94 | 0.49 _ 54,5454 54 0
56 | MG | AA | 1042 | 1/1 0.88 | 0.19 _ 34,34,34,34 0
56 MG BA | 3504 1/1 0.97 0.10 - 34,34,34,34 0
56 MG B6 101 1/1 0.94 0.10 - 44,44.44 44 0
56 MG BA | 3816 1/1 0.96 0.21 - 38,38,38,38 0
56 MG BA | 3487 1/1 0.95 0.20 - 26,26,26,26 0
56 MG AO 102 1/1 0.87 0.40 - 48,48,48,48 0
56 MG CA 1661 1/1 0.95 0.25 - 3,3,3,3 0
56 MG DA | 3102 1/1 0.87 0.31 - 74,74,74,74 0
56 MG CA 1727 1/1 0.95 0.11 - 53,53,53,53 0
56 MG DA | 3146 1/1 0.96 0.31 - 3,3,3,3 0
56 | MG | AY | 121 | 1/1 0.88 | 0.12 ; A1,41,41,41 0
56 MG CA 1675 1/1 0.93 0.31 - 65,65,65,65 0
56 MG CA 1713 1/1 0.64 0.57 - 80,80,80,80 0
56 | MG | CA | 1610 1,1 0.92 | 0.17 _ 44,44 0
56 MG BA 3314 1/1 0.96 0.25 - 22,22.22.22 0
56 | MG | CA | 1619 1,1 0.95 | 0.27 _ 44,44 0
56 MG DA | 3389 1/1 0.85 0.17 - 70,70,70,70 0
56 MG BA | 3035 1/1 0.90 0.27 - 51,51,51,51 0
56 MG AA | 1786 1/1 0.82 0.18 - 61,61,61,61 0
56 MG BA | 3162 1/1 0.88 0.24 - 58,58,58,58 0
56 MG CY 114 1/1 0.89 0.36 - 39,39,39,39 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3337 1/1 0.89 0.24 - 69,69,69,69 0
56 | MG | BA |3500| 1,1 0.93 | 0.1 _ 21,21,21,21 0
56 MG BA | 3767 1/1 0.97 0.17 - 31,31,31,31 0
56 MG AA | 1643 1/1 0.82 0.34 - 50,50,50,50 0
56 MG BA | 3719 1/1 0.91 0.17 - 37,37,37,37 0
56 MG AB 305 1/1 0.89 0.16 - 56,56,56,56 0
56 MG BA | 3326 1/1 0.93 0.08 - 45,45,45,45 0
56 MG DA | 3265 1/1 0.98 0.17 - 3,3,3,3 0
56 MG BA | 3689 1/1 0.90 0.30 - 80,80,80,80 0
56 MG AB 307 1/1 0.89 0.08 - 45,45,45,45 0
56 MG AA ] 1623 1/1 0.80 0.43 - 74,74,74,74 0
56 MG DA | 3163 1/1 0.97 0.24 - 3,3,3,3 0
56 MG BA | 3512 1/1 0.90 0.09 - 62,62,62,62 0
56 MG BA | 3252 1/1 0.53 0.10 - 80,80,80,80 0
56 | MG | BA |3220| 1/1 0.81 | 027 _ AT AT AT A7 0
56 MG BA | 3892 1/1 0.93 0.15 - 46,46,46,46 0
56 | MG | DA |3435| 1/1 0.96 | 0.17 _ 44,44 0
56 MG AA ] 1750 1/1 0.72 0.15 - 97,97,97,97 0
56 | MG | DA 3397 | 1/1 0.95 | 0.22 ; 24,24,24,24 0
56 MG AA | 1995 1/1 0.89 0.11 - 44,44,44,44 0
56 MG DA | 3421 1/1 0.90 0.14 - 35,35,35,35 0
56 MG BA | 3507 1/1 0.88 0.16 - 82,82,82,82 0
56 MG BF 304 1/1 0.85 0.36 - 65,65,65,65 0
56 MG AB 302 1/1 0.88 0.10 - 50,50,50,50 0
56 | MG | AA | 1890 | 1/1 0.94 | 0.18 ; 21,21,21,21 0
56 MG DA | 3295 1/1 0.86 0.16 - 33,33,33,33 0
56 MG BA | 3039 1/1 0.85 0.43 - 67,67,67,67 0
56 MG BA | 3446 1/1 0.90 0.38 - 58,58,58,58 0
56 MG BA | 3128 1/1 0.91 0.23 - 60,60,60,60 0
56 MG AA | 1754 1/1 0.83 0.28 - 70,70,70,70 0
56 MG AA ] 1658 1/1 0.91 0.13 - 29,29,29,29 0
56 MG DA | 3449 1/1 0.87 0.13 - 53,53,53,53 0
56 MG BA | 3678 1/1 0.88 0.40 - 37,37,37,37 0
56 MG BA | 3049 1/1 0.83 0.24 - 56,56,56,56 0
56 MG BA | 3514 1/1 0.90 0.33 - 53,53,53,53 0
56 MG DA | 3099 1/1 0.94 0.26 - 3,3,3,3 0
56 MG CA 1704 1/1 0.87 0.34 - 63,63,63,63 0
56 MG DA | 3217 1/1 0.80 0.07 - 58,58,58,58 0
56 MG CA 1652 1/1 0.88 0.59 - 44,44,44,44 0
56 MG DA | 3452 1/1 0.93 0.22 - 38,38,38,38 0
56 MG AA ] 1639 1/1 0.73 0.16 - 59,59,59,59 0
56 MG BA | 3477 1/1 0.79 0.12 - 53,53,53,53 0

Continued on next page...



Page 110 wwPDB X-ray Structure Validation Summary Report AVE67

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG CA 1802 1/1 0.95 0.28 - 3,3,3,3 0
56 MG AA | 1706 1/1 0.95 0.12 - 36,36,36,36 0
56 MG CA 1806 1/1 0.98 0.34 - 3,3,3,3 0
56 MG DA | 3232 1/1 0.94 0.06 - 37,37,37,37 0
56 MG AA | 1737 1/1 0.97 0.26 - 36,36,36,36 0
56 MG AA | 1851 1/1 0.91 0.35 - 69,69,69,69 0
56 MG BO 101 1/1 0.81 0.63 - 63,63,63,63 0
56 MG CA 1725 1/1 0.96 0.04 - 54,54,54,54 0
56 MG AA ] 1609 1/1 0.80 0.14 - 58,58,58,58 0
56 MG DA | 3210 1/1 0.59 0.38 - 3,3,3,3 0
56 MG DA | 3453 1/1 0.96 0.46 - 3,3,3,3 0
56 MG BA | 3026 1/1 0.89 0.20 - 33,33,33,33 0
56 MG DA | 3353 1/1 0.91 0.06 - 61,61,61,61 0
56 MG B1 107 1/1 0.88 0.15 - 56,56,56,56 0
56 MG BA | 3814 1/1 0.95 0.33 - 47,47 47,47 0
56 MG AA | 1663 1/1 0.96 0.06 - 33,33,33,33 0
56 MG DA | 3281 1/1 0.82 0.27 - 63,63,63,63 0
56 MG CK 201 1/1 0.81 0.37 - 70,70,70,70 0
56 MG AA | 2012 1/1 0.83 0.27 - 55,55,55,55 0
56 MG BA | 3887 1/1 0.91 0.20 - 66,66,66,66 0
56 MG BA | 3643 1/1 0.54 0.39 - 68,68,68,68 0
56 MG BA | 3732 1/1 0.91 0.57 - 68,68,68,68 0
56 MG CA 1672 1/1 0.97 0.32 - 3,3,3,3 0
56 MG BA | 3526 1/1 0.94 0.20 - 49,49,49,49 0
56 MG DR 201 1/1 0.95 0.28 - 3,3,3,3 0
56 | MG | AA | 1824 1/1 0.95 | 0.47 ; 34,34,34,34 0
56 MG AA | 1665 1/1 0.91 0.10 - 38,38,38,38 0
56 MG AA | 1618 1/1 0.93 0.16 - 50,50,50,50 0
56 | MG | DA |3309| 1,1 0.96 | 0.22 _ 44,44 0
56 | MG | BA |3830]| 1,1 0.96 | 0.12 _ 12,12,12,12 0
56 MG DA | 3118 1/1 0.94 0.32 - 6,6,6,6 0
56 MG BA | 3666 1/1 0.87 0.14 - 46,46,46,46 0
56 MG AA ] 1949 1/1 0.54 0.30 - 90,90,90,90 0
56 MG DA | 3345 1/1 0.97 0.61 - 3,3,3,3 0
56 MG BA | 3378 1/1 0.97 0.11 - 32,32,32,32 0
56 | MG | BA | 3447 | 1/1 0.94 | 0.46 _ 31,31,31,31 0
56 | MG | DA | 3483 1/1 0.97 | 0.19 _ 44,44 0
56 MG BW 202 1/1 0.92 0.21 - 38,38,38,38 0
56 MG DA | 3385 1/1 0.93 0.22 - 51,51,51,51 0
56 MG BA | 3037 1/1 0.86 0.41 - 61,61,61,61 0
56 MG AA 1972 1/1 0.96 0.11 - 43,43,43,43 0
56 MG BA | 3125 1/1 0.90 0.07 - 26,26,26,26 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3657 1/1 0.88 0.48 - 56,56,56,56 0
56 MG BA | 3686 1/1 0.91 0.57 - 49,49,49,49 0
56 MG CA 1780 1/1 0.95 0.08 - 51,51,51,51 0
56 MG AA ] 1601 1/1 0.90 0.25 - 37,37,37,37 0
56 MG DA | 3087 1/1 0.92 0.23 - 3,3,3,3 0
56 MG AR 101 1/1 0.97 0.07 - 32,32,32,32 0
56 MG AA ] 1987 1/1 0.91 0.07 - 40,40,40,40 0
56 | MG | DA |3382] 1,1 0.96 | 0.07 _ 42,42 42,42 0
56 MG BA | 3621 1/1 0.94 0.18 - 50,50,50,50 0
56 MG AA ] 1939 1/1 0.91 0.36 - 47,4747 .47 0
56 MG BA | 3263 1/1 0.78 0.55 - 47,47,47,47 0
56 MG AA | 1635 1/1 0.95 0.11 - 52,52,52,52 0
56 MG BA | 3687 1/1 0.88 0.24 - 59,59,59,59 0
56 MG DA | 3090 1/1 0.97 0.28 - 3,3,3,3 0
56 MG BA | 3714 1/1 0.86 0.28 - 60,60,60,60 0
56 MG AA | 1795 1/1 0.95 0.16 - 64,64,64,64 0
56 MG BB 218 1/1 0.84 0.11 - 78,78,78,78 0
o6 MG BA 3762 1/1 0.92 0.21 - 28,28,28,28 0
56 MG BA | 3170 1/1 0.69 0.34 - 80,80,80,80 0
56 MG AA | 1738 1/1 0.89 0.21 - 47474747 0
56 MG CA 1670 1/1 0.82 0.23 - 43,43,43,43 0
56 MG CZ 108 1/1 0.86 0.14 - 69,69,69,69 0
56 MG BA | 3030 1/1 0.94 0.22 - 36,36,36,36 0
56 MG AA | 1727 1/1 0.87 0.32 - 59,59,59,59 0
56 MG AA | 1915 1/1 0.31 0.20 - 109,109,109,109 0
56 MG DA | 3293 1/1 0.88 0.32 - 61,61,61,61 0
56 MG BA | 3625 1/1 0.88 0.20 - 43,43,43,43 0
56 MG DA | 3394 1/1 0.92 0.17 - 53,53,53,53 0
56 MG BA | 3913 1/1 0.86 0.23 - 45,45,45,45 0
56 MG DA 3124 1/1 0.96 0.15 - 14,14,14,14 0
56 MG AA | 1894 1/1 0.94 0.28 - 35,35,35,35 0
56 MG AB 306 1/1 0.80 0.28 - 56,56,56,56 0
56 MG CZ 105 1/1 0.81 0.05 - 74,74,74,74 0
56 MG BA | 3883 1/1 0.95 0.14 - 67,67,67,67 0
56 MG BA | 3282 1/1 0.97 0.13 - 34,34,34,34 0
56 MG BA | 3877 1/1 0.86 0.27 - 76,76,76,76 0
56 MG AA 1781 1/1 0.98 0.21 - 28,28,28,28 0
56 MG CA 1792 1/1 0.95 0.54 - 3,3,3,3 0
56 MG DA | 3430 1/1 0.98 0.14 - 6,6,6,6 0
56 MG DA | 3262 1/1 0.94 0.35 - 3,3,3,3 0
56 MG DA | 3478 1/1 0.98 0.36 - 3,3,3,3 0
56 MG BX 101 1/1 0.80 0.26 - 67,67,67,67 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3916 1/1 0.92 0.19 - 59,59,59,59 0
56 MG DA | 3292 1/1 0.82 0.33 - 74,74,74,74 0
56 MG BA | 3327 1/1 0.92 0.18 - 64,64,64,64 0
56 MG BA | 3587 1/1 0.94 0.15 - 40,40,40,40 0
56 MG CA 1644 1/1 0.91 0.24 - 3,3,3,3 0
56 MG AA | 1702 1/1 0.95 0.33 - 48,48,48,48 0
56 MG CY 110 1/1 0.83 0.25 - 90,90,90,90 0
56 MG AA | 1934 1/1 0.87 0.36 - 65,65,65,65 0
56 MG CA 1720 1/1 0.94 0.11 - 27,27,27,27 0
56 MG DA | 3162 1/1 0.95 0.21 - 3,3,3,3 0
56 MG DA | 3050 1/1 0.87 0.35 - 3,3,3,3 0
56 MG AA | 1865 1/1 0.86 0.13 - 73,73,73,73 0
56 MG CC 301 1/1 0.98 0.25 - 3,3,3,3 0
56 MG DN 201 1/1 0.94 0.60 - 3,3,3,3 0
56 MG AA 1929 1/1 0.76 0.22 - 71,71,71,71 0
56 MG AA | 1836 1/1 0.87 0.29 - 53,53,53,53 0
56 MG AA | 1867 1/1 0.78 0.12 - 51,51,51,51 0
56 MG DB 206 1/1 0.93 0.13 - 4,444 0
56 MG BA | 3684 1/1 0.83 0.18 - 50,50,50,50 0
56 MG DA | 3035 1/1 0.94 0.45 - 3,3,3,3 0
56 MG AA | 1996 1/1 0.88 0.28 - 56,56,56,56 0
56 MG BA | 3637 1/1 0.69 0.29 - 61,61,61,61 0
56 | MG | AA | 1662 | 1,1 0.91 | 0.46 _ 45,45,45 45 0
56 | MG | BA |3640| 1,1 0.90 | 0.14 _ 24,24,24,24 0
56 MG AH 202 1/1 0.87 0.27 - 51,51,51,51 0
56 MG BA | 3672 1/1 0.96 0.06 - 18,18,18,18 0
56 MG DA | 3294 1/1 0.84 0.63 - 63,63,63,63 0
56 MG BB 206 1/1 0.93 0.13 - 51,51,51,51 0
56 MG BA | 3571 1/1 0.90 0.28 - 39,39,39,39 0
56 MG BE 304 1/1 0.80 0.19 - 79,79,79,79 0
56 MG AA | 1811 1/1 0.98 0.22 - 37,37,37,37 0
56 MG CA 1641 1/1 0.96 0.33 - 3,3,3,3 0
56 MG DA | 3347 1/1 0.93 0.10 - 35,35,35,35 0
56 | MG | AA | 1862 | 1/1 0.97 | 0.12 ; 41,41,41,41 0
56 MG BA | 3374 1/1 0.67 0.44 - 85,85,85,85 0
56 | MG | BA |3363| 1,1 0.93 | 0.22 _ 42,42 42,42 0
56 MG CA 1621 1/1 0.93 0.26 - 3,3,3,3 0
56 | MG | AA | 1624 | 1/1 093 | 0.14 ; 43,43,43,43 0
56 MG BT 201 1/1 0.55 0.70 - 81,81,81,81 0
56 MG AY 126 1/1 0.89 0.42 - 68,68,68,68 0
56 MG AA | 1982 1/1 0.91 0.30 - 51,51,51,51 0
56 MG BA | 3636 1/1 0.93 0.14 - 31,31,31,31 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA ] 1821 1/1 0.49 0.28 - 90,90,90,90 0
56 MG BA | 3089 1/1 0.90 0.32 - 69,69,69,69 0
56 MG AA | 1742 1/1 0.91 0.11 - 67,67,67,67 0
56 MG AZ 102 1/1 0.68 0.13 - 71,71,71,71 0
56 MG CA 1690 1/1 0.87 0.21 - 54,54,54,54 0
56 MG CA 1671 1/1 0.88 0.14 - 63,63,63,63 0
56 MG BA | 3758 1/1 0.58 0.53 - 94,94,94,94 0
56 MG CA 1677 1/1 0.81 0.24 - 103,103,103,103 0
56 MG DD | 5006 1/1 0.86 0.32 - AT,A7T 47 47 0
56 MG BA | 3211 1/1 0.93 0.16 - 80,80,80,80 0
56 MG AA | 1784 1/1 0.99 0.28 - 25,25,25,25 0
56 MG DA | 3362 1/1 0.93 0.13 - 82,82,82,82 0
56 MG AA | 1871 1/1 0.92 0.29 - 68,68,68,68 0
56 | MG | CA | 1635| 1/1 0.91 | 0.17 _ 44,44 0
56 MG BA | 3842 1/1 0.95 0.19 - 16,16,16,16 0
56 MG BA | 3661 1/1 0.64 0.39 - 71,71,71,71 0
56 MG DA | 3365 1/1 0.99 0.29 - 3,3,3,3 0
56 | MG | BA | 3654 1/1 0.98 | 0.20 ; 12,12,12,12 0
56 MG BA | 3134 1/1 0.90 0.18 - 23,23,23,23 0
56 MG AA | 1751 1/1 0.88 0.17 - 61,61,61,61 0
56 MG AA 1843 1/1 0.96 0.13 - 41,41,41,41 0
56 MG DA | 3153 1/1 0.87 0.22 - 5,5,5,5 0
56 MG AA | 1872 1/1 0.87 0.33 - 59,59,59,59 0
56 MG CA 1735 1/1 0.90 0.19 - 31,31,31,31 0
56 MG CA 1809 1/1 0.94 0.32 - 3,3,3,3 0
56 MG BA | 3630 1/1 0.74 0.18 - A7.47,47,47 0
56 MG BA | 3748 1/1 0.94 0.23 - 35,35,35,35 0
56 | MG | DA |3145| 1/1 0.96 | 0.23 _ 44,44 0
56 MG BA | 3034 1/1 0.93 0.14 - 43,43,43,43 0
56 MG BA 3215 1/1 0.95 0.14 - 27,27,27,27 0
56 MG BA | 3302 1/1 0.97 0.31 - 47,47,47 .47 0
56 MG CA 1666 1/1 0.94 0.22 - 3,3,3,3 0
56 MG BA | 3190 1/1 0.90 0.26 - 70T 0
56 MG AE 205 1/1 0.84 0.12 - 65,65,65,65 0
56 MG DA | 3108 1/1 0.89 0.35 - 59,59,59,59 0
56 MG BA | 3292 1/1 0.92 0.80 - 36,36,36,36 0
56 MG AA ] 1951 1/1 0.60 0.35 - 59,59,59,59 0
56 MG BA | 3221 1/1 0.88 0.45 - 33,33,33,33 0
56 MG CA 1722 1/1 0.83 0.20 - 49,49,49,49 0
56 MG BB 222 1/1 0.86 0.20 - 39,39,39,39 0
56 MG AA | 1696 1/1 0.82 0.36 - 59,59,59,59 0
56 MG CA 1691 1/1 0.91 0.16 - 45,45,45,45 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AY 115 1/1 0.82 0.13 - 65,65,65,65 0
56 MG BB 208 1/1 0.91 0.19 - 63,63,63,63 0
56 MG DA | 3026 1/1 0.93 0.43 - 3,3,3,3 0
56 MG BV 202 1/1 0.89 0.64 - 38,38,38,38 0
56 MG AA | 1819 1/1 0.68 0.28 - 76,76,76,76 0
56 | MG | AF | 202 | 1/1 0.85 | 0.09 ; 41,4141 41 0
56 MG BA | 3886 1/1 0.91 0.17 - 69,69,69,69 0
56 MG BA | 3181 1/1 0.85 0.20 - 23,23,23,23 0
56 MG AA 1794 1/1 0.89 0.12 - 19,19,19,19 0
56 MG DA | 3271 1/1 0.99 0.21 - 3,3,3,3 0
56 | MG | BA 3529 1/1 0.84 | 0.42 ; 64,64,64,64 0
56 | MG | AA | 1823 | 1/1 0.83 | 0.24 ; A7 A7 47 AT 0
56 MG BA | 3119 1/1 0.78 0.25 - 54,54,54,54 0
56 | MG | DA |3226]| 1/1 0.94 | 0.1 _ 44,44 0
56 MG BB 215 1/1 0.82 0.11 - 103,103,103,103 0
56 MG DF 301 1/1 0.94 0.45 - 3,3,3,3 0
56 MG DA | 3460 1/1 0.97 0.07 - 6,6,6,6 0
56 MG BA | 3681 1/1 0.91 0.87 - 59,59,59,59 0
56 MG AA ] 1986 1/1 0.92 0.27 - 52,52,52,52 0
56 MG BB 230 1/1 0.60 0.37 - 50,50,50,50 0
56 MG AE 208 1/1 0.96 0.11 - 42.,42,42 .42 0
56 MG DA | 3443 1/1 0.94 0.30 - 3,3,3,3 0
56 MG BA | 3554 1/1 0.97 0.28 - 7,7,7,7 0
56 MG BP 201 1/1 0.81 0.47 - 68,68,68,68 0
56 MG AA ] 2003 1/1 0.86 0.16 - 54,54,54,54 0
56 MG CA 1622 1/1 0.99 0.23 - 3,3,3,3 0
56 MG DA | 3077 1/1 0.96 0.12 - 5,9,5,5 0
56 | MG | AB | 301 | 1,1 0.90 | 0.12 _ 62,62,62,62 0
56 MG AA 1716 1/1 0.96 0.12 - 24.24.24 24 0
56 MG AA | 1677 1/1 0.95 0.10 - 74,74,74,74 0
56 MG AA | 1700 1/1 0.88 0.34 - 45,45,45,45 0
56 MG DA | 3463 1/1 0.98 0.13 - 4,444 0
56 MG AA | 1661 1/1 0.76 0.13 - 66,66,66,66 0
56 MG BA | 3189 1/1 0.73 0.28 - 96,96,96,96 0
56 MG BA | 3058 1/1 0.84 0.08 - 67,67,67,67 0
56 MG BA | 3596 1/1 0.94 0.12 - 13,13,13,13 0
56 MG DA | 3119 1/1 0.90 0.23 - 58,58,58,58 0
56 | MG | BA |3153| 1/1 0.96 | 0.29 ; 41,4141 41 0
56 MG CA 1745 1/1 0.95 0.14 - 36,36,36,36 0
56 MG BE 303 1/1 0.86 0.10 - 53,53,53,53 0
56 MG DA | 3310 1/1 0.90 0.17 - 57,57,57,57 0
56 MG AX 406 1/1 0.94 0.19 - 48,48,48.,48 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3721 1/1 0.98 0.26 - 34,34,34,34 0
56 MG BA | 3527 1/1 0.91 0.12 - 38,38,38,38 0
56 MG BA | 3096 1/1 0.96 0.08 - 60,60,60,60 0
56 MG DA | 3273 1/1 0.98 0.26 - 3,3,3,3 0
56 MG DA | 3183 1/1 0.94 0.28 - 3,3,3,3 0
56 MG BA | 3895 1/1 0.93 0.21 - 51,51,51,51 0
56 MG DA | 3319 1/1 0.93 0.17 - 43,43,43,43 0
56 MG AA | 1868 1/1 0.86 0.25 - 38,38,38,38 0
56 MG BA | 3585 1/1 0.92 0.17 - 35,35,35,35 0
56 | MG | DA |3255]| 1/1 0.98 | 0.23 _ 12,12,12,12 0
56 | MG | DA | 3214 1/1 0.97 | 0.30 ; 4,444 0
56 MG BI 206 1/1 0.97 0.26 - 67,67,67,67 0
56 MG CF 205 1/1 0.91 0.15 - 57,57,57,57 0
56 | MG | CA | 1730 1/1 0.97 | 0.24 _ 44,44 0
56 MG BA | 3505 1/1 0.59 0.15 - 92,92,92,92 0
56 MG BA | 3301 1/1 0.90 0.21 - 31,31,31,31 0
56 MG AA ] 1983 1/1 0.83 0.43 - 67,67,67,67 0
56 MG AC 301 1/1 0.85 0.19 - 75,75,75,75 0
56 MG BA | 3546 1/1 0.90 0.28 - 40,40,40,40 0
56 MG BA | 3212 1/1 0.92 0.07 - 29,29,29,29 0
56 MG CA 1642 1/1 0.98 0.42 - 3,3,3,3 0
56 MG BA | 3917 1/1 0.87 0.16 - 51,51,51,51 0
56 | MG | DA |3243| 1/1 0.97 | 0.20 _ 44,44 0
56 MG BA | 3699 1/1 0.92 0.05 - 79,79,79,79 0
56 MG BA | 3577 1/1 0.91 0.16 - 60,60,60,60 0
56 MG AA | 1667 1/1 0.76 0.25 - 70,70,70,70 0
56 MG BA | 3310 1/1 0.90 0.68 - 73,73,73,73 0
56 MG DA | 3201 1/1 0.97 0.15 - 6,6,6,6 0
56 | MG | DA |3075| 1,1 0.97 | 0.12 _ 44,44 0
56 MG CA 1673 1/1 0.91 0.15 - 49,49,49,49 0
56 MG AY 117 1/1 0.92 0.15 - 68,68,68,68 0
56 MG BA | 3289 1/1 0.97 0.17 - 31,31,31,31 0
56 MG BA | 3532 1/1 0.90 0.30 - 55,55,55,55 0
56 MG AA ] 1930 1/1 0.96 0.07 - 59,59,59,59 0
56 MG BA | 3462 1/1 0.87 0.17 - 35,35,35,35 0
56 MG BA | 3306 1/1 0.62 0.43 - 52,52,52,52 0
56 MG BA | 3397 1/1 0.78 0.09 - 52,52,52,52 0
56 MG BA 3741 1/1 0.90 0.11 - 92,52,52,52 0
56 MG AZ 105 1/1 0.89 0.13 - 78,78,78,78 0
56 MG AA ] 1808 1/1 0.93 0.14 - 46,46,46,46 0
56 | MG | BA |3242| 1/1 0.97 | 0.18 _ 93,23,23,23 0
56 MG DA | 3126 1/1 0.96 0.61 - 66,66,66,66 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA ] 1963 1/1 0.93 0.21 - 56,56,56,56 0
56 MG AA | 1799 1/1 0.91 0.10 - 31,31,31,31 0
56 | MG | BA | 3241 1/1 0.95 | 0.18 _ 48,4848 48 0
56 | MG | AY | 124 | 1/1 0.81 | 0.43 ; 51,51,51,51 0
56 MG BA | 3290 1/1 0.95 0.16 - 15,15,15,15 0
56 | MG | BA | 3605| 1/1 0.96 | 0.29 ; 12,12,12,12 0
56 MG AA | 1648 1/1 0.87 0.40 - 87,87,87,87 0
56 MG BA 3405 1/1 0.91 0.20 - 44,4444 44 0
56 MG AA | 1666 1/1 0.90 0.13 - 61,61,61,61 0
56 MG BA | 3833 1/1 0.95 0.16 - 9,9,9,9 0
56 MG BA | 3871 1/1 0.86 0.79 - 65,65,65,65 0
56 MG AE 203 1/1 0.84 0.29 - 72,72,72,72 0
56 MG BA | 3847 1/1 0.76 0.44 - 62,62,62,62 0
56 MG BA | 3439 1/1 0.96 0.17 - 18,18,18,18 0
56 MG BB 227 1/1 0.77 0.31 - 54,54,54,54 0
56 MG BA | 3171 1/1 0.70 0.72 - 70T 0
56 | MG | DA |3302| I1/1 0.98 | 0.11 _ 44,44,44,44 0
o6 MG AA 1887 1/1 0.91 0.14 - 31,31,31,31 0
56 MG DA | 3006 1/1 0.94 0.46 - 3,3,3,3 0
56 MG AH 201 1/1 0.93 0.20 - 27,27,27,27 0
56 MG BA | 3258 1/1 0.86 0.15 - 50,50,50,50 0
56 MG AA | 1852 1/1 0.89 0.16 - 18,18,18,18 0
56 MG AA ] 1610 1/1 0.84 0.23 - 65,65,65,65 0
56 MG AZ 108 1/1 0.91 0.08 - 60,60,60,60 0
56 MG AA | 1889 1/1 0.87 0.41 - 30,30,30,30 0
56 MG CA 1643 1/1 0.96 0.17 - 3,3,3,3 0
56 MG BA | 3104 1/1 0.91 0.12 - 67,67,67,67 0
56 MG AD | 5004 1/1 0.96 0.19 - 48,48,48,48 0
56 MG CZ 107 1/1 0.94 0.13 - D7,57,57,57 0
56 MG CA 1774 1/1 0.95 0.48 - 82,82,82,82 0
56 MG BA | 3715 1/1 0.92 0.18 - 28,28,28,28 0
56 | MG | DA | 3228 1/1 0.94 | 0.12 ; 14,44 0
56 MG DA | 3284 1/1 0.97 0.07 - 8,8,8,8 0
56 MG AA ] 1998 1/1 0.73 0.20 - D7,57,57,57 0
56 MG BA | 3567 1/1 0.89 0.36 - 23,23,23,23 0
56 MG DA | 3393 1/1 0.98 0.06 - AT,47 47 47 0
56 MG CA 1732 1/1 0.91 0.35 - 63,63,63,63 0
56 MG AA | 1789 1/1 0.78 0.18 - 70T 0
56 MG BB 225 1/1 0.88 0.16 - 48,48,48,48 0
56 MG CZz 112 1/1 0.89 0.15 - 63,63,63,63 0
56 MG DA | 3084 1/1 0.96 0.34 - 3,3,3,3 0
56 MG AA ] 1909 1/1 0.97 0.12 - 55,55,55,55 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3300 1/1 0.79 0.41 - 78,78,78,78 0
56 MG BA | 3002 1/1 0.88 0.32 - 47,47 47,47 0
56 | MG | BA |3531| 1/1 0.97 | 0.13 _ 12,12,12,12 0
56 MG BA | 3164 1/1 0.95 0.80 - 35,35,35,35 0
56 MG AA ] 1780 1/1 0.97 0.17 - 24,24,24,24 0
56 MG BA 3191 1/1 0.97 0.11 - 26,26,26,26 0
56 MG DA | 3352 1/1 0.98 0.30 - 3,3,3,3 0
56 MG BA | 3629 1/1 0.94 0.19 - 50,50,50,50 0
56 MG BA | 3730 1/1 0.80 0.51 - 86,86,86,86 0
56 MG AA 1758 1/1 0.91 0.20 - 22,22.22.22 0
56 MG BK 201 1/1 0.90 0.30 - 60,60,60,60 0
56 MG BA | 3032 1/1 0.90 0.09 - 30,30,30,30 0
56 MG BA | 3048 1/1 0.56 0.87 - 58,58,58,58 0
56 MG DA | 3368 1/1 0.96 0.22 - 3,3,3,3 0
56 MG AA | 1722 1/1 0.93 0.08 - 34,34,34,34 0
56 MG BA | 3613 1/1 0.95 0.10 - 32,32,32,32 0
56 MG BG 202 1/1 0.86 0.14 - 63,63,63,63 0
56 MG BA | 3481 1/1 0.84 0.81 - 65,65,65,65 0
56 MG BA | 3072 1/1 0.80 0.31 - 61,61,61,61 0
56 | MG | BY | 202 | 1/1 0.82 | 0.17 ; 42,42 42,42 0
56 MG BA | 3432 1/1 0.87 0.10 - 52,52,52,52 0
56 MG DA | 3112 1/1 0.97 0.09 - 26,26,26,26 0
56 MG AA | 1649 1/1 0.93 0.15 - 37,37,37,37 0
56 MG CA 1629 1/1 0.99 0.20 - 4,444 0
56 | MG | AA | 1922 | 1/1 0.92 | 0.45 ; 16,46,46,46 0
56 MG DA | 3388 1/1 0.81 0.12 - 19,19,19,19 0
56 MG BA | 3688 1/1 0.79 0.13 - 74,74,74,74 0
56 MG CA 1821 1/1 0.91 0.21 - 29,29,29,29 0
56 MG AA | 1816 1/1 0.91 0.31 - 55,55,55,55 0
56 MG BA | 3390 1/1 0.87 0.10 - 67,67,67,67 0
56 MG BA | 3787 1/1 0.93 0.22 - 47,47,47 .47 0
56 MG CB 302 1/1 0.97 0.14 - 3,3,3,3 0
56 | MG | DA | 3420 1/1 0.95 | 0.19 ; 14,44 0
56 MG AA | 1672 1/1 0.86 0.35 - 69,69,69,69 0
56 | MG | AA | 1684 | 1,1 0.43 | 0.46 _ 61,61,61,61 0
56 | MG | DA |a3122]| 1,1 0.98 | 0.25 _ 44,44 0
56 MG DA | 3027 1/1 0.96 0.15 - 6,6,6,6 0
56 MG AA | 1792 1/1 0.92 0.21 - 63,63,63,63 0
56 MG DA | 3070 1/1 0.99 0.27 - 4,444 0
56 MG BA | 3194 1/1 0.93 0.12 - 36,36,36,36 0
56 MG DU 201 1/1 0.94 0.38 - 3,3,3,3 0
56 MG AA | 1775 1/1 0.96 0.16 - 27,27,27,27 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3240 1/1 0.83 0.55 - 40,40,40,40 0
56 MG DA | 3458 1/1 0.98 0.17 - 6,6,6,6 0
56 MG BA | 3558 1/1 0.95 0.19 - 10,10,10,10 0
56 MG BA | 3901 1/1 0.86 0.38 - 62,62,62,62 0
56 MG BA | 3801 1/1 0.75 0.19 - 51,51,51,51 0
56 MG DA | 3305 1/1 0.94 0.14 - 23,23,23,23 0
56 MG AL 202 1/1 0.93 0.09 - 34,34,34,34 0
56 MG DA | 3012 1/1 0.95 0.24 - 3,3,3,3 0
56 MG AA | 1937 1/1 0.87 0.28 - 61,61,61,61 0
56 MG DA | 3110 1/1 0.91 0.06 - 48,48,48,48 0
56 | MG | DA | 3164 1/1 0.93 | 0.15 ; 4,444 0
56 MG AA | 1888 1/1 0.90 0.41 - 39,39,39,39 0
56 MG BA | 3740 1/1 0.93 0.29 - 53,53,53,53 0
56 MG BA | 3615 1/1 0.81 0.15 - 56,56,56,56 0
56 MG BA | 3359 1/1 0.92 0.78 - 70,70,70,70 0
56 | MG | DA |3048| 1,1 0.90 | 0.24 _ 44,44 0
56 | MG | DA |3030| 1,1 0.97 | 0.15 _ 44,44 0
56 MG AA | 1842 1/1 0.88 0.50 - 75,75,75,75 0
56 | MG | AA | 1631 1/1 0.92 | 0.13 ; 13,43,43,43 0
56 MG BA 3127 1/1 0.94 0.11 - 22.22.22.22 0
56 MG DA | 3338 1/1 0.93 0.27 - 3,3,3,3 0
56 MG CA 1790 1/1 0.88 0.31 - D7,57,57,57 0
56 MG BA | 3388 1/1 0.95 0.09 - 61,61,61,61 0
56 MG DA | 3280 1/1 0.96 0.31 - 34,34,34,34 0
56 MG AG 201 1/1 0.91 0.17 - 72,72,72,72 0
56 MG BA | 3061 1/1 0.46 0.10 - 76,76,76,76 0
56 MG BA | 3398 1/1 0.88 0.09 - 56,56,56,56 0
56 MG CA 1779 1/1 0.80 0.49 - 76,76,76,76 0
56 MG BA | 3146 1/1 0.77 0.17 - 33,33,33,33 0
56 MG CA 1731 1/1 0.94 0.22 - 3,3,3,3 0
56 MG BZ 301 1/1 0.71 0.16 - 81,81,81,81 0
56 MG BA | 3829 1/1 0.95 0.15 - 40,40,40,40 0
56 MG BO 202 1/1 0.93 0.09 - 54,54,54,54 0
o6 MG BA 3411 1/1 0.92 0.14 - 51,51,51,51 0
56 MG CA 1656 1/1 0.93 0.23 - 5,5,5,5 0
56 | MG | AA | 1641| 1,1 091 | 0.13 _ 97,27,27.27 0
56 MG AA | 1622 1/1 0.69 0.33 - 72,72,72,72 0
56 MG BA | 3103 1/1 0.87 0.60 - 78,78,78,78 0
56 MG DA | 3407 1/1 0.99 0.30 - 3,3,3,3 0
56 MG DA | 3439 1/1 0.98 0.26 - 4444 0
56 MG DA | 3098 1/1 0.93 0.30 - 3,3,3,3 0
56 | MG | AY | 114 | 1/1 0.90 | 0.23 _ 48,48 48 48 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3364 1/1 0.81 0.46 - 40,40,40,40 0
56 MG BA | 3780 1/1 0.93 0.27 - 32,32,32,32 0
56 | MG | AA | 1884 1/1 0.94 | 0.16 _ 26,26,26,26 0
56 MG BA | 3044 1/1 0.90 0.23 - 49,49,49,49 0
56 MG DA 3128 1/1 0.95 0.17 - 12,12,12,12 0
56 MG AA | 1605 1/1 0.28 0.42 - 88,88,88,88 0
56 MG BA | 3768 1/1 0.87 0.15 - 31,31,31,31 0
56 MG AA | 1848 1/1 0.91 0.28 - 56,56,56,56 0
56 | MG | DA |3060| 1,1 0.96 | 0.17 _ 44,44 0
56 MG DA | 3373 1/1 0.66 0.26 - 92,92,92,92 0
56 MG BA | 3574 1/1 0.88 0.29 - 74,74,74,74 0
56 MG BA | 3268 1/1 0.89 0.21 - 45,45,45,45 0
56 MG BB 224 1/1 0.83 0.18 - 65,65,65,65 0
56 MG BA | 3338 1/1 0.92 0.45 - 56,56,56,56 0
56 | MG | BA |3539| 1,1 0.97 | 0.17 _ 12,12,12,12 0
56 MG BA | 3101 1/1 0.87 0.26 - AT,47 47,47 0
56 MG BA 3494 1/1 0.91 0.10 - 44,44 44 44 0
56 MG DA | 3476 1/1 0.96 0.23 - 3,3,3,3 0
56 MG BA | 3778 1/1 0.85 0.19 - 63,63,63,63 0
56 MG AA | 1946 1/1 0.94 0.12 - 59,59,59,59 0
56 MG BA | 3845 1/1 0.90 0.55 - 68,68,68,68 0
56 MG BA | 3542 1/1 0.88 0.17 - 27,27,27,27 0
56 MG AX 411 1/1 0.72 0.49 - 75,75,75,75 0
56 MG CZ 103 1/1 0.88 0.10 - 42,42.42 42 0
56 MG CA 1668 1/1 0.91 0.35 - 3,3,3,3 0
56 MG DA | 3177 1/1 0.97 0.42 - 3,3,3,3 0
56 MG AA ] 1739 1/1 0.83 0.25 - 55,55,55,55 0
56 MG DA | 3103 1/1 0.89 0.29 - 62,62,62,62 0
56 MG CA 1701 1/1 0.99 0.14 - 13,13,13,13 0
56 MG BA | 3046 1/1 0.94 0.15 - 38,38,38,38 0
56 | MG | BA | 3810 1/1 0.95 | 027 _ 12,12,12,12 0
56 MG BA | 3618 1/1 0.96 0.09 - 19,19,19,19 0
56 MG DA | 3024 1/1 0.96 0.16 - 3,3,3,3 0
56 MG AA ] 1620 1/1 0.95 0.19 - 56,56,56,56 0
56 | MG | BA |3588| 1/1 0.90 | 0.09 _ 24,24,24,24 0
56 MG AA | 1839 1/1 0.96 0.08 - 18,18,18,18 0
56 MG DA | 3416 1/1 0.98 0.21 - 3,3,3,3 0
56 MG DA | 3049 1/1 0.93 0.13 - 5,5,5,5 0
56 MG CA 1810 1/1 0.93 0.63 - 59,59,59,59 0
56 MG CA 1795 1/1 0.91 0.13 - 54,54,54,54 0
56 MG AA | 1878 1/1 0.72 0.24 - 67,67,67,67 0
56 MG CA 1754 1/1 0.92 0.24 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3617 1/1 0.83 0.24 - 66,66,66,66 0
56 MG BB 213 1/1 0.87 0.21 - 53,53,53,53 0
56 MG BA | 3634 1/1 0.94 0.73 - 33,33,33,33 0
56 MG AA | 1675 1/1 0.85 0.17 - 58,58,58,58 0
56 MG BA | 3144 1/1 0.96 0.35 - 45,45,45,45 0
56 MG CA 1822 1/1 0.94 0.38 - 3,3,3,3 0
56 MG AA ] 1928 1/1 0.93 0.13 - 52,52,52,52 0
56 MG BA | 3851 1/1 0.98 0.21 - 17,17,17,17 0
56 MG CA 1679 1/1 0.22 0.88 - 90,90,90,90 0
56 MG BB 229 1/1 0.92 0.23 - 33,33,33,33 0
56 MG CA 1819 1/1 0.91 0.11 - 36,36,36,36 0
56 MG B4 102 1/1 0.97 0.18 - 31,31,31,31 0
56 MG BA | 3422 1/1 0.72 0.36 - 59,59,59,59 0
56 MG BA | 3791 1/1 0.89 0.66 - 63,63,63,63 0
56 MG DA | 3346 1/1 0.88 0.33 - 56,56,56,56 0
56 MG BA | 3859 1/1 0.79 0.34 - 80,80,80,80 0
56 MG BA | 3309 1/1 0.91 0.23 - 17,17,17,17 0
56 MG BY 201 1/1 0.91 0.15 - 68,68,68,68 0
56 MG DA | 3219 1/1 0.93 0.44 - 3,3,3,3 0
56 MG BA | 3920 1/1 0.90 0.20 - 54,54,54,54 0
56 | MG | BA |3503| 1,1 0.96 | 0.06 _ 41,41,41,41 0
56 MG DA | 3106 1/1 0.90 0.21 - 46,46,46,46 0
56 MG AA ] 1800 1/1 0.89 0.15 - 54,54,54,54 0
56 | MG | DA |3223| 1/1 0.97 | 0.28 _ 44,44 0
56 MG DA | 3307 1/1 0.92 0.14 - 39,39,39,39 0
56 MG CA 1761 1/1 0.97 0.11 - 30,30,30,30 0
56 MG BA | 3097 1/1 0.93 0.14 - 54,54,54,54 0
56 MG AA | 1651 1/1 0.34 0.33 - 106,106,106,106 0
56 MG CA 1674 1/1 0.94 0.38 - D7,57,57,57 0
56 MG BA | 3747 1/1 0.74 0.43 - 64,64,64,64 0
56 MG CA 1608 1/1 0.98 0.24 - 3,3,3,3 0
56 MG DA | 3386 1/1 0.95 0.21 - 3,3,3,3 0
56 MG DB 204 1/1 0.97 0.27 - 3,3,3,3 0
56 MG DA | 3018 1/1 0.98 0.22 - 3,3,3,3 0
56 | MG | BA |3321| 1,1 0.92 | 0.15 _ 40,40,40,40 0
56 MG BI 203 1/1 0.85 0.15 - 53,53,53,53 0
56 MG BA | 3106 1/1 0.92 0.08 - 68,68,68,68 0
56 MG BA | 3033 1/1 0.93 0.19 - 38,38,38,38 0
56 MG BA | 3022 1/1 0.87 0.19 - 61,61,61,61 0
56 MG CA 1784 1/1 0.97 0.30 - 3,3,3,3 0
56 MG BA | 3888 1/1 0.91 0.18 - 53,53,53,53 0
56 MG AA | 1906 1/1 0.81 0.16 - D7,57,57,57 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1917 1/1 0.96 0.07 - 52,52,52,52 0
56 MG AA ] 1630 1/1 0.82 0.34 - 65,65,65,65 0
56 MG CA 1714 1/1 0.88 0.34 - 62,62,62,62 0
56 MG AE 207 1/1 0.94 0.09 - 38,38,38,38 0
56 MG AA | 1776 1/1 0.93 0.16 - 30,30,30,30 0
56 MG BA | 3525 1/1 0.74 0.10 - 70T 0
56 MG BA | 3815 1/1 0.92 0.28 - 28,28,28,28 0
56 MG AA | 1718 1/1 0.97 0.17 - 79,79,79,79 0
56 MG BA 3811 1/1 0.96 0.24 - 92,52,52,52 0
56 MG BA | 3792 1/1 0.75 0.31 - 85,85,85,85 0
56 MG BA | 3670 1/1 0.90 0.28 - 37,37,37,37 0
56 MG BA | 3074 1/1 0.98 0.09 - 26,26,26,26 0
56 MG AA | 1755 1/1 0.96 0.13 - A7.47,47,47 0
56 MG DA | 3288 1/1 0.94 0.20 - 33,33,33,33 0
56 MG BA | 3864 1/1 0.72 0.29 - 78,78,78,78 0
56 MG BA | 3711 1/1 0.90 0.24 - 70,70,70,70 0
56 | MG | AA | 1962 | 1/1 0.94 | 0.54 _ 48,4848 48 0
56 MG BA | 3111 1/1 0.93 0.23 - 35,35,35,35 0
56 MG BA | 3647 1/1 0.93 0.17 - 48,48,48,48 0
56 MG CY 111 1/1 0.76 0.48 - 60,60,60,60 0
56 MG CA 1648 1/1 0.89 0.15 - 33,33,33,33 0
56 MG AK 203 1/1 0.93 0.12 - 49,49,49,49 0
56 MG AY 107 1/1 0.89 0.08 - 67,67,67,67 0
56 MG BA | 3889 1/1 0.89 0.19 - 44,44.44 44 0
56 MG DA | 3095 1/1 0.95 0.22 - 3,3,3,3 0
56 MG CA 1723 1/1 0.88 0.42 - 67,67,67,67 0
56 MG BH 201 1/1 0.96 0.07 - 54,54,54,54 0
56 | MG | CA | 1717| 1/1 0.97 | 0.16 _ 21,21,21,21 0
56 MG BA | 3530 1/1 0.95 0.15 - 60,60,60,60 0
56 MG AA ] 1950 1/1 0.66 0.15 - 73,73,73,73 0
56 | MG | AA | 1974 1/1 0.89 | 0.41 ; 18,48,48,48 0
56 MG BA | 3323 1/1 0.87 0.25 - 57,57,57,57 0
56 | MG | DA | 3450 | 1/1 0.98 | 027 ; 12,12,12,12 0
56 MG BA | 3598 1/1 0.69 0.47 - 73,73,73,73 0
56 MG CA 1747 1/1 0.98 0.44 - 3,3,3,3 0
56 MG BA | 3856 1/1 0.90 0.09 - 36,36,36,36 0
56 MG DA | 3374 1/1 0.96 0.29 - 3,3,3,3 0
56 MG BA | 3763 1/1 0.91 0.15 - 52,52,52,52 0
56 MG BA | 3852 1/1 0.95 0.16 - 35,35,35,35 0
56 MG DA | 3313 1/1 0.73 0.39 - 69,69,69,69 0
56 MG BA | 3628 1/1 0.72 0.15 - 71,71,71,71 0
56 MG CA 1808 1/1 0.93 0.48 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3729 1/1 0.98 0.28 - 38,38,38,38 0
56 MG DA | 3289 1/1 0.96 0.23 - 59,59,59,59 0
56 MG BA | 3157 1/1 0.86 0.39 - 55,55,55,55 0
56 MG BA | 3231 1/1 0.76 0.24 - 63,63,63,63 0
56 MG BA | 3377 1/1 0.85 0.14 - 73,73,73,73 0
56 MG AA | 1787 1/1 0.93 0.17 - 54,54,54,54 0
56 MG AA ] 1783 1/1 0.96 0.44 - 28,28,28,28 0
56 MG DA | 3154 1/1 0.88 0.17 - 3,3,3,3 0
56 MG AA ] 2010 1/1 0.94 0.19 - 33,33,33,33 0
56 | MG | DA |3489| 1/1 0.98 | 0.19 _ 44,44 0
56 MG D1 101 1/1 0.95 0.32 - 3,3,3,3 0
56 MG BI 201 1/1 0.50 0.14 - 78,78,78,78 0
56 MG BA | 3137 1/1 0.97 0.11 - 19,19,19,19 0
56 MG DA | 3140 1/1 0.98 0.18 - 3,3,3,3 0
56 MG AA | 1740 1/1 0.97 0.23 - 30,30,30,30 0
56 MG CA 1611 1/1 0.96 0.29 - 3,3,3,3 0
56 | MG | CG | 202 | 1/1 0.71 | 0.24 _ 82,82,82.82 0
56 MG AA | 1607 1/1 0.87 0.21 - 62,62,62,62 0
56 MG AA ] 1936 1/1 0.80 0.21 - 97,97,97,97 0
56 | MG | AA | 1748 | 1/1 0.87 | 0.09 ; 41,41 41 41 0
56 MG AA ] 1640 1/1 0.94 0.18 - 36,36,36,36 0
56 MG BA | 3347 1/1 0.91 0.07 - 43,43,43,43 0
56 MG AX 405 1/1 0.68 0.08 - 74,74,74,74 0
56 MG BA | 3461 1/1 0.77 0.21 - 69,69,69,69 0
56 MG CH 202 1/1 0.78 0.14 - 59,59,59,59 0
56 MG BA | 3565 1/1 0.81 0.21 - 50,50,50,50 0
56 MG DA | 3136 1/1 0.98 0.18 - 8,8,8,8 0
56 MG DA | 3308 1/1 0.86 0.13 - 46,46,46,46 0
56 | MG | AA | 1840 1,1 0.99 | 0.24 _ 26,26,26,26 0
56 MG CQ 201 1/1 0.91 0.35 - 3,3,3,3 0
56 MG BA | 3738 1/1 0.76 0.94 - 57,57,57,57 0
56 MG BA | 3825 1/1 0.88 0.29 - 45,45,45,45 0
56 MG BA | 3680 1/1 0.71 0.16 - 60,60,60,60 0
56 MG DA | 3252 1/1 0.95 0.38 - 23,23,23,23 0
56 MG BA | 3222 1/1 0.74 0.34 - 39,39,39,39 0
56 MG BA | 3518 1/1 0.82 0.29 - 58,58,58,58 0
56 | MG | CK | 202 | 1/1 0.76 | 0.21 _ 91,01,91,91 0
56 MG AF 201 1/1 0.84 0.11 - 87,87,87,87 0
56 MG BA | 3760 1/1 0.91 0.36 - 49,49,49,49 0
56 MG BA | 3614 1/1 0.76 0.21 - 56,56,56,56 0
56 MG BA | 3402 1/1 0.94 0.09 - 49,49,49,49 0
56 MG BA | 3506 1/1 0.68 0.25 - 59,59,59,59 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1911 1/1 0.87 0.11 - 63,63,63,63 0
56 MG BA | 3287 1/1 0.92 0.23 - 27,27,27,27 0
56 MG DA | 3390 1/1 0.85 0.13 - 73,73,73,73 0
56 MG AY 102 1/1 0.92 0.17 - 58,58,58,58 0
56 MG AA | 1948 1/1 0.85 0.12 - 56,56,56,56 0
56 MG DA | 3078 1/1 0.95 0.30 - 4444 0
56 MG BA | 3367 1/1 0.56 0.32 - 53,53,53,53 0
56 | MG | CA | 1603 | 1,1 0.97 | 0.21 _ 44,44 0
56 MG BA | 3547 1/1 0.96 0.22 - 16,16,16,16 0
56 MG AA ] 2008 1/1 0.94 0.25 - 49,49,49,49 0
56 MG AA | 1687 1/1 0.92 0.12 - 47,47,47,47 0
56 MG BA | 3922 1/1 0.88 0.11 - 56,56,56,56 0
56 MG DA | 3200 1/1 0.91 0.44 - 3,3,3,3 0
56 MG BA | 3564 1/1 0.93 0.17 - 54,54,54,54 0
56 MG AM 203 1/1 0.92 0.30 - 47,47 47,47 0
56 | MG | BA |3281| 1/1 0.91 | 0.18 _ 61,61,61,61 0
56 MG CA 1681 1/1 0.91 0.26 - 3,3,3,3 0
56 | MG | BA | 3142 1/1 0.98 | 0.16 ; 24,24,24,24 0
56 MG BA | 3891 1/1 0.76 0.32 - 58,58,58,58 0
56 MG B2 102 1/1 0.80 0.52 - 62,62,62,62 0
56 MG AA | 1612 1/1 0.83 0.42 - 68,68,68,68 0
56 MG CA 1659 1/1 0.94 0.22 - 3,3,3,3 0
56 | MG | AA | I710| 1,1 0.92 | 023 _ 40,40,40,40 0
56 MG BA | 3296 1/1 0.69 0.43 - 68,68,68,68 0
56 MG BA | 3875 1/1 0.94 0.10 - 27,27,27,27 0
56 MG DA | 3387 1/1 0.86 0.12 - T 0
56 MG DA | 3165 1/1 0.94 0.23 - 4,4,4,4 0
56 MG BA | 3163 1/1 0.81 0.30 - 91,91,91,91 0
56 MG AA | 1847 1/1 0.85 0.18 - 30,30,30,30 0
56 MG AA | 1964 1/1 0.66 0.40 - 79,79,79,79 0
56 MG BA | 3028 1/1 0.91 0.34 - 39,39,39,39 0
56 MG BA | 3524 1/1 0.74 0.08 - 44,44,44,44 0
56 | MG | AA | 1877 | 1/1 0.98 | 0.19 ; 24,24,24,24 0
56 MG BA | 3649 1/1 0.96 0.33 - 30,30,30,30 0
56 MG BA | 3449 1/1 0.80 0.76 - 73,73,73,73 0
56 MG BA | 3876 1/1 0.73 0.45 - 88,88,88,88 0
56 MG BA | 3420 1/1 0.93 0.25 - 19,19,19,19 0
56 MG BA | 3139 1/1 0.92 0.35 - 59,59,59,59 0
56 MG BA | 3902 1/1 0.92 0.21 - 66,66,66,66 0
56 MG CA 1719 1/1 0.91 0.22 - 60,60,60,60 0
56 MG DA | 3412 1/1 0.98 0.25 - 3,3,3,3 0
56 MG BA | 3485 1/1 0.87 0.15 - 71,71,71,71 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1955 1/1 0.79 0.49 - 82,82,82,82 0
56 MG BA | 3466 1/1 0.86 0.30 - 67,67,67,67 0
56 MG AA | 1653 1/1 0.49 0.43 - 95,95,95,95 0
56 MG BA | 3696 1/1 0.93 0.32 - 69,69,69,69 0
56 MG CA 1693 1/1 0.97 0.18 - 58,58,58,58 0
56 MG AA ] 2007 1/1 0.93 0.24 - 23,23,23,23 0
56 MG AA | 1896 1/1 0.96 0.14 - 26,26,26,26 0
56 MG AA 1844 1/1 0.90 0.63 - 101,101,101,101 0
56 MG DQ 202 1/1 0.93 0.31 - 3,3,3,3 0
56 MG BA | 3100 1/1 0.80 0.17 - 57,57,57,57 0
56 MG DA | 3025 1/1 0.98 0.26 - 3,3,3,3 0
56 MG AA 1891 1/1 0.94 0.14 - 61,61,61,61 0
56 MG AA ] 1769 1/1 0.72 0.67 - 87,87,87,87 0
56 MG AA | 1757 1/1 0.92 0.13 - 60,60,60,60 0
56 MG BA | 3271 1/1 0.96 0.19 - D7,57,57,57 0
56 | MG | BA |3345| 1/1 0.86 | 0.18 _ 42,42 42,42 0
56 | MG | AZ | 112 | 1/1 0.91 | 0.10 _ 16,46,46,46 0
56 MG AA | 1676 1/1 0.92 0.09 - 66,66,66,66 0
56 MG DA | 3209 1/1 0.98 0.33 - 3,3,3,3 0
56 MG DA | 3329 1/1 0.97 0.17 - 10,10,10,10 0
56 MG DA | 3357 1/1 0.98 0.22 - 3,3,3,3 0
56 MG CZ 102 1/1 0.92 0.07 - 51,51,51,51 0
56 MG BA | 3288 1/1 0.92 0.19 - 43,43,43,43 0
56 MG DA | 3351 1/1 0.97 0.26 - 40,40,40,40 0
56 MG DA | 3279 1/1 0.92 0.40 - 30,30,30,30 0
56 MG BA | 3620 1/1 0.87 0.23 - 53,53,53,53 0
56 MG CA 1624 1/1 0.95 0.23 - 3,3,3,3 0
56 MG AA | 1985 1/1 0.86 0.17 - 52,52,52,52 0
56 MG BY 203 1/1 0.95 0.18 - 58,58,58,58 0
56 MG AZ 115 1/1 0.90 0.09 - 39,39,39,39 0
56 MG BA | 3262 1/1 0.94 0.25 - 7,0,7,7 0
56 MG AZ 106 1/1 0.58 0.46 - 93,93,93,93 0
56 | MG | AX | 402 | 1/1 0.89 | 0.08 ; 42,4242 42 0
56 MG DA | 3113 1/1 0.77 0.23 - 85,85,85,85 0
56 MG BA | 3209 1/1 0.80 0.30 - 54,54,54,54 0
56 MG AA | 1882 1/1 0.81 0.32 - 53,53,53,53 0
56 MG BA | 3056 1/1 0.94 0.21 - 66,66,66,66 0
56 MG BB 212 1/1 0.65 0.17 - 82,82,82,82 0
56 MG DA | 3267 1/1 0.97 0.17 - 3,3,3,3 0
56 MG DA | 3274 1/1 0.95 0.44 - 3,3,3,3 0
56 MG BA | 3312 1/1 0.95 0.17 - 36,36,36,36 0
56 MG BA | 3255 1/1 0.86 0.15 - 72,72,72,72 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3839 1/1 0.73 0.38 - 60,60,60,60 0
56 MG AA | 1866 1/1 0.94 0.10 - 26,26,26,26 0
56 MG DA | 3251 1/1 0.80 0.28 - 51,51,51,51 0
56 MG CA 1739 1/1 0.96 0.35 - 3,3,3,3 0
56 MG BA | 3519 1/1 0.85 0.15 - 82,82,82,82 0
56 MG BA | 3752 1/1 0.85 0.78 - 71,71,71,71 0
56 MG BA | 3501 1/1 0.86 0.12 - 58,58,58,58 0
56 | MG | DA |3003| 1,1 0.94 | 0.21 _ 44,44 0
56 MG AA 1826 1/1 0.92 0.12 - 46,46,46,46 0
56 MG AA | 2024 1/1 0.87 0.23 - 53,53,53,53 0
56 MG DA | 3241 1/1 0.89 0.14 - 73,73,73,73 0
56 MG BA | 3010 1/1 0.83 0.97 - 72,72,72,72 0
56 MG AA ] 1910 1/1 0.89 0.08 - 88,88,88,88 0
56 MG CA 1627 1/1 0.97 0.29 - 3,3,3,3 0
56 | MG | BD |5006]| 1,1 0.89 | 0.14 _ 11,11,11,11 0
56 MG BA | 3114 1/1 0.78 0.15 - 63,63,63,63 0
56 | MG | DA |3408| 1/1 0.96 | 0.27 _ 44,44 0
56 MG CA 1640 1/1 0.80 0.22 - 4,4,4.4 0
56 MG BA | 3094 1/1 0.94 0.09 - 76,76,76,76 0
56 MG DA | 3383 1/1 0.81 1.03 - 71,71,71,71 0
56 MG BP 202 1/1 0.95 0.12 - 24,24,24,24 0
56 MG BA | 3903 1/1 0.94 0.16 - 71,71,71,71 0
56 MG BA | 3899 1/1 0.40 1.00 - 73,73,73,73 0
56 MG AA | 1790 1/1 0.34 0.15 - 97,97,97,97 0
56 MG CA 1782 1/1 0.98 0.17 - 3,3,3,3 0
56 MG BO 201 1/1 0.79 0.26 - 62,62,62,62 0
56 MG DA | 3459 1/1 0.98 0.40 - 4444 0
56 MG DA | 3015 1/1 0.96 0.08 - 6,6,6,6 0
56 MG BA | 3331 1/1 0.82 0.06 - 74,74,74,74 0
56 MG CA 1751 1/1 0.95 0.27 - 3,3,3,3 0
56 MG BA | 3386 1/1 0.92 0.14 - 79,79,79,79 0
56 MG DA | 3392 1/1 0.94 0.18 - 38,38,38,38 0
56 MG CA 1753 1/1 0.95 0.19 - 3,3,3,3 0
56 MG BA | 3775 1/1 0.93 0.09 - 36,36,36,36 0
56 MG CA 1625 1/1 0.96 0.33 - 3,3,3,3 0
56 MG BA 3448 1/1 0.92 0.25 - 21,21,21,21 0
56 MG BA | 3250 1/1 0.76 0.22 - 81,81,81,81 0
56 MG DA | 3189 1/1 0.90 0.16 - 5,5,5,5 0
56 MG B8 102 1/1 0.94 0.16 - 57,57,57,57 0
56 MG BA | 3545 1/1 0.93 0.12 - 23,23,23,23 0
56 MG DA | 3343 1/1 0.99 0.34 - 3,3,3,3 0
56 MG BA | 3318 1/1 0.97 0.07 - 25,25,25,25 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3487 1/1 0.97 0.30 - 3,3,3,3 0
56 MG BA | 3496 1/1 0.68 0.23 - 63,63,63,63 0
56 MG DA | 3364 1/1 0.97 0.20 - 3,3,3,3 0
56 MG DA | 3175 1/1 0.96 0.27 - 3,3,3,3 0
56 MG BA | 3091 1/1 0.91 0.17 - 37,37,37,37 0
56 MG BA | 3490 1/1 0.88 0.24 - 75,75,75,75 0
56 MG DA | 3178 1/1 0.94 0.20 - 4,4,4.4 0
56 MG B1 104 1/1 0.95 0.12 - 38,38,38,38 0
56 MG AA | 1692 1/1 0.89 0.49 - 79,79,79,79 0
56 MG BA 3165 1/1 0.92 0.28 - 21,21,21,21 0
56 MG BA | 3031 1/1 0.73 0.39 - 74,74,74,74 0
56 MG CA 1694 1/1 0.77 0.12 - 60,60,60,60 0
56 MG BA | 3152 1/1 0.86 0.39 - 49,49,49,49 0
56 MG AA | 1759 1/1 0.97 0.26 - 15,15,15,15 0
56 MG BA | 3380 1/1 0.95 0.07 - 43,43,43,43 0
56 | MG | DA |3235| 1/1 0.87 | 0.10 _ 24,24,24.24 0
56 MG BA | 3828 1/1 0.87 0.23 - 46,46,46,46 0
56 MG AY 113 1/1 0.72 0.85 - 89,89,89,89 0
56 MG BA | 3914 1/1 0.77 0.16 - A7.47,47,47 0
56 | MG | BA |3213| 1/1 094 | 0.27 ; 13,43,43,43 0
56 MG AA | 1736 1/1 0.95 0.13 - 63,63,63,63 0
56 MG BA 3247 1/1 0.87 0.34 - 42.42.42 49 0
56 MG AX 401 1/1 0.91 0.12 - 74,74,74,74 0
56 MG CA 1682 1/1 0.85 0.18 - 52,52,52,52 0
56 MG BA | 3187 1/1 0.91 0.25 - 54,54,54,54 0
56 MG DA | 3150 1/1 0.95 0.15 - 4,444 0
56 | MG | DA |3115| 1/1 0.91 | 0.23 ; 62,62,62,62 0
56 MG AA ] 1633 1/1 0.83 0.19 - 70T 0
56 MG BA | 3001 1/1 0.96 0.19 - 38,38,38,38 0
56 MG AA | 1708 1/1 0.86 0.33 - 33,33,33,33 0
56 MG BA | 3237 1/1 0.95 0.11 - 28,28,28,28 0
56 | MG | AA | 1864 1/1 0.78 | 0.12 ; 71,71,71,71 0
56 MG DA | 3082 1/1 0.94 0.36 - 3,3,3,3 0
56 MG B6 102 1/1 0.89 0.09 - D7,57,57,57 0
56 MG BA | 3850 1/1 0.81 0.31 - 54,54,54,54 0
56 MG DA 3254 1/1 0.94 0.15 - 42.42.42 49 0
56 MG AA | 2002 1/1 0.89 0.15 - 47,47,47,47 0
56 MG DA | 3041 1/1 0.89 0.07 - 52,52,52,52 0
56 MG BA | 3893 1/1 0.95 0.05 - 62,62,62,62 0
56 MG BA | 3896 1/1 0.89 0.18 - 58,58,58,58 0
56 MG AA | 1854 1/1 0.87 0.13 - 39,39,39,39 0
56 MG DA | 3135 1/1 0.96 0.18 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BN 203 1/1 0.80 0.31 - 72,72,72,72 0
56 MG BA | 3118 1/1 0.98 0.09 - 23,23,23,23 0
56 MG DA | 3434 1/1 0.96 0.18 - 3,3,3,3 0
56 MG DA | 3054 1/1 0.94 0.12 - 5,5,5,5 0
56 MG BA | 3788 1/1 0.90 0.19 - 69,69,69,69 0
56 MG DA | 3480 1/1 0.97 0.27 - 3,3,3,3 0
56 MG CY 107 1/1 0.76 0.27 - 60,60,60,60 0
56 MG DA | 3160 1/1 0.98 0.33 - 3,3,3,3 0
56 MG DA | 3152 1/1 0.95 0.12 - 5,9,5,5 0
56 MG AA ] 2016 1/1 0.93 0.28 - 43,43,43,43 0
56 MG DA | 3238 1/1 0.86 0.14 - 62,62,62,62 0
56 MG BA | 3020 1/1 0.63 0.38 - 73,73,73,73 0
56 MG DA | 3137 1/1 0.97 0.64 - 3,3,3,3 0
56 MG BA | 3609 1/1 0.74 0.38 - 39,39,39,39 0
56 MG AA ] 1608 1/1 0.95 0.11 - 43,43,43,43 0
56 MG AA ] 1923 1/1 0.76 0.35 - 79,79,79,79 0
56 MG BA | 3369 1/1 0.91 0.07 - 60,60,60,60 0
56 MG BA | 3745 1/1 0.73 0.72 - 70,70,70,70 0
56 MG AA ] 1938 1/1 0.48 0.36 - 58,58,58,58 0
56 | MG | DA |3213| 1/1 0.97 | 0.12 ; 4444 0
56 MG AA | 1846 1/1 0.80 0.38 - 68,68,68,68 0
56 MG CS 101 1/1 0.98 0.26 - 3,3,3,3 0
56 MG DA | 3438 1/1 0.97 0.21 - 6,6,6,6 0
56 MG BA | 3576 1/1 0.91 0.14 - 43,43,43,43 0
56 MG DA | 3263 1/1 0.97 0.27 - 4,444 0
56 MG CA 1781 1/1 0.69 0.21 - 59,59,59,59 0
56 MG AY 116 1/1 0.96 0.31 - 40,40,40,40 0
56 MG CY 109 1/1 0.95 0.23 - 3,3,3,3 0
56 MG AA | 1733 1/1 0.96 0.13 - 38,38,38,38 0
56 MG BA | 3057 1/1 0.71 0.16 - 80,80,80,80 0
56 MG BA | 3313 1/1 0.97 0.07 - 33,33,33,33 0
56 MG DA | 3375 1/1 0.87 0.13 - 88,88,88,88 0
56 MG BB 233 1/1 0.89 0.10 - 48,48,48,48 0
56 MG BA | 3199 1/1 0.79 0.26 - 65,65,65,65 0
56 | MG | DA |3021| 1,1 0.94 | 0.20 _ 44,44 0
56 MG AA | 1626 1/1 0.98 0.26 - 20,20,20,20 0
56 MG BA | 3570 1/1 0.89 0.20 - 62,62,62,62 0
56 MG DA 3448 1/1 0.96 0.12 - 21,21,21,21 0
56 MG BA | 3489 1/1 0.95 0.10 - 32,32,32,32 0
56 MG BA | 3655 1/1 0.90 0.18 - 38,38,38,38 0
56 MG BA | 3228 1/1 0.89 0.17 - 31,31,31,31 0
56 | MG | DA |3185| 1/1 0.96 | 0.24 _ 44,44 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3358 1/1 0.98 0.18 - 17,17,17,17 0
56 MG BB 209 1/1 0.94 0.14 - 63,63,63,63 0
56 MG AA | 1831 1/1 0.96 0.15 - 68,68,68,68 0
56 MG BA | 3200 1/1 0.87 0.72 - 76,76,76,76 0
56 MG BA | 3346 1/1 0.85 0.32 - 65,65,65,65 0
56 MG BA | 3592 1/1 0.93 0.20 - A7.47,47,47 0
56 MG CA 1616 1/1 0.97 0.08 - 5,9,5,5 0
56 MG BA | 3757 1/1 0.74 0.43 - 76,76,76,76 0
56 MG DA | 3197 1/1 0.99 0.18 - 3,3,3,3 0
56 | MG | AA | 1644 | 1/1 0.97 | 0.17 _ 54,5454 54 0
56 MG BA | 3766 1/1 0.95 0.21 - 31,31,31,31 0
56 MG AA | 1617 1/1 0.89 0.15 - 48,48,48,48 0
56 MG AY 122 1/1 0.89 0.16 - 58,58,58,58 0
56 MG B5 102 1/1 0.89 0.10 - 49,49,49,49 0
56 MG CF 203 1/1 0.84 0.28 - 51,51,51,51 0
56 MG DA | 3376 1/1 0.80 0.10 - 75,75,75,75 0
56 MG BA | 3223 1/1 0.95 0.12 - 36,36,36,36 0
56 MG BA | 3482 1/1 0.84 0.28 - 63,63,63,63 0
56 MG DA | 3381 1/1 0.91 0.23 - 3,3,3,3 0
56 MG BA | 3123 1/1 0.86 0.07 - 55,55,55,55 0
56 MG BB 207 1/1 0.60 0.30 - 84,84,84,84 0
56 MG BA | 3698 1/1 0.72 0.19 - 94,94,94,94 0
56 MG DA | 3096 1/1 0.95 0.32 - 3,3,3,3 0
56 MG CA 1801 1/1 0.92 0.24 - 3,3,3,3 0
56 MG AA | 1773 1/1 0.80 0.33 - 46,46,46,46 0
56 MG BA | 3790 1/1 0.77 0.23 - 86,86,86,86 0
56 MG DA | 3199 1/1 0.81 0.28 - 59,59,59,59 0
56 MG BA | 3415 1/1 0.90 0.18 - 65,65,65,65 0
56 MG BA | 3469 1/1 0.90 0.20 - 46,46,46,46 0
56 MG DA | 3446 1/1 0.97 0.35 - 3,3,3,3 0
56 MG BA | 3837 1/1 0.86 0.48 - 71,71,71,71 0
56 MG DA | 3038 1/1 0.94 0.20 - 4,4,4,4 0
56 MG BO 103 1/1 0.95 0.12 - 30,30,30,30 0
56 | MG | BB | 231 | 1/1 0.93 | 0.22 ; 54,54,54,54 0
56 MG BA | 3866 1/1 0.88 0.19 - 25,25,25,25 0
56 MG DA | 3354 1/1 0.92 0.09 - 43,43,43,43 0
56 MG AA | 1863 1/1 0.82 0.11 - 57,57,57,57 0
56 MG AA | 1729 1/1 0.89 0.34 - 60,60,60,60 0
56 MG CA 1618 1/1 0.94 0.25 - 4,4,4,4 0
56 MG BA | 3265 1/1 0.77 0.24 - 42,42,42.42 0
56 MG BA | 3556 1/1 0.86 0.30 - 45,45,45,45 0
56 | MG | AA | 1817| 1/1 0.93 | 0.24 _ 29,29,29.29 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3651 1/1 0.81 0.32 - 37,37,37,37 0
56 MG BA | 3092 1/1 0.86 0.41 - 73,73,73,73 0
56 MG BA | 3756 1/1 0.88 0.38 - 49,49,49,49 0
56 MG BA | 3921 1/1 0.93 0.19 - 53,53,53,53 0
56 MG BA | 3047 1/1 0.93 0.19 - 54,54,54,54 0
56 MG CA 1604 1/1 0.97 0.27 - 3,3,3,3 0
56 MG AA ] 1693 1/1 0.86 0.21 - 79,79,79,79 0
56 MG BA | 3105 1/1 0.95 0.56 - 30,30,30,30 0
56 MG DA | 3304 1/1 0.63 0.33 - 76,76,76,76 0
56 MG AA ] 2028 1/1 0.96 0.18 - 65,65,65,65 0
56 MG BA | 3038 1/1 0.87 0.14 - 41,41,41,41 0
56 MG BR 202 1/1 0.96 0.26 - 89,89,89,89 0
56 MG BA | 3135 1/1 0.88 0.24 - 43,43,43,43 0
56 MG BA | 3720 1/1 0.92 0.16 - 28,28,28,28 0
56 MG AX 403 1/1 0.89 0.10 - 68,68,68,68 0
56 MG CA 1811 1/1 0.72 0.37 - 79,79,79,79 0
56 MG AA | 1861 1/1 0.96 0.05 - 47,4747 .47 0
56 MG BV 201 1/1 0.90 0.13 - 53,53,53,53 0
56 | MG | AA | 176 | 1/1 0.94 | 025 ; 41,4141 41 0
56 MG DA | 3431 1/1 0.97 0.23 - 3,3,3,3 0
56 MG BS 203 1/1 0.89 0.20 - 52,52,52,52 0
56 MG B2 101 1/1 0.57 0.36 - 76,76,76,76 0
56 MG BI 202 1/1 0.95 0.05 - 53,53,53,53 0
56 MG BA | 3050 1/1 0.83 0.14 - 44,44.44 44 0
56 MG BA | 3273 1/1 0.73 0.61 - 74,74,74,74 0
56 MG DA | 3138 1/1 0.91 0.41 - 3,3,3,3 0
56 MG CA 1651 1/1 0.95 0.22 - 28,28,28,28 0
56 MG CA 1818 1/1 0.87 0.43 - 59,59,59,59 0
56 MG BA | 3690 1/1 0.81 0.31 - 80,80,80,80 0
56 MG AA | 1886 1/1 0.92 0.21 - 50,50,50,50 0
56 MG DB 202 1/1 0.95 0.30 - 3,3,3,3 0
56 MG CA 1636 1/1 0.98 0.36 - 3,3,3,3 0
56 MG DA | 3167 1/1 0.96 0.11 - 6,6,6,6 0
56 MG BA | 3012 1/1 0.97 0.32 - 75,75,75,75 0
56 MG CF 201 1/1 0.94 0.14 - 40,40,40,40 0
56 | MG | DA |3225| 1,1 0.95 | 0.18 _ 44,44 0
56 MG DA | 3334 1/1 0.89 0.49 - 3,3,3,3 0
56 | MG | BA | 3834 1/1 0.99 | 0.34 ; 12,12,12,12 0
56 MG BA | 3623 1/1 0.35 0.22 - 103,103,103,103 0
56 | MG | BA | 3154 1/1 0.82 | 0.17 ; 41,4141 41 0
56 | MG | DA |3037| 1,1 0.96 | 0.27 _ 44,44 0
56 MG DA | 3157 1/1 0.95 0.35 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3846 1/1 0.93 0.16 - 55,55,55,55 0
56 MG BA | 3205 1/1 0.84 0.56 - 55,55,55,55 0
56 MG BA | 3600 1/1 0.66 0.44 - 47,4747 .47 0
56 MG DA | 3464 1/1 0.98 0.31 - 3,3,3,3 0
56 MG BA | 3731 1/1 0.81 0.29 - 53,53,53,53 0
56 MG BQ 203 1/1 0.87 0.19 - 46,46,46,46 0
56 MG BA | 3365 1/1 0.90 0.37 - 53,53,53,53 0
56 MG AX 414 1/1 0.75 0.36 - 97,97,97,97 0
56 MG AA | 1907 1/1 0.90 0.26 - 76,76,76,76 0
56 MG BA | 3919 1/1 0.90 0.27 - 49,49,49,49 0
56 MG AA | 1717 1/1 0.89 0.23 - 75,75,75,75 0
56 MG BA | 3459 1/1 0.96 0.18 - 18,18,18,18 0
56 MG BA | 3498 1/1 0.94 0.34 - 45,45,45,45 0
56 MG BA | 3093 1/1 0.37 0.61 - 80,80,80,80 0
56 | MG | CA | 1777| 1/1 0.98 | 0.22 _ 44,44 0
56 MG AA | 1637 1/1 0.90 0.08 - 54,54,54,54 0
56 MG BA | 3750 1/1 0.95 0.16 - 45,45,45,45 0
56 MG BA | 3669 1/1 0.94 0.34 - 52,52,52,52 0
56 MG BA | 3041 1/1 0.89 0.37 - 98,98,98,98 0
56 MG DPpP 201 1/1 0.94 0.35 - 3,3,3,3 0
56 MG BA | 3495 1/1 0.91 0.09 - 48,48,48.,48 0
56 MG DA | 3139 1/1 0.92 0.39 - 3,3,3,3 0
56 | MG | AA | 1822 1/1 0.88 | 0.20 _ 40,40,40,40 0
56 MG CA 1721 1/1 0.90 0.32 - 49,49,49,49 0
56 MG AA ] 1603 1/1 0.88 0.30 - 91,91,91,91 0
56 MG AA | 1766 1/1 0.86 0.37 - 33,33,33,33 0
56 MG DA | 3432 1/1 0.91 0.32 - 3,3,3,3 0
56 MG AY 101 1/1 0.75 0.44 - 68,68,68,68 0
56 MG DA | 3091 1/1 0.96 0.49 - 3,3,3,3 0
56 MG DA | 3182 1/1 0.90 0.25 - 3,3,3,3 0
56 MG AA | 1876 1/1 0.86 0.20 - 69,69,69,69 0
56 | MG | AA | 1883 | 1/1 0.96 | 0.20 ; 42,4242 42 0
56 MG CA 1740 1/1 0.93 0.37 - 41,41,41,41 0
56 MG BA | 3710 1/1 0.91 0.19 - 52,52,52,52 0
56 MG DA | 3246 1/1 0.92 0.25 - 3,3,3,3 0
56 MG DB 203 1/1 0.93 0.26 - 3,3,3,3 0
56 MG AA ] 1833 1/1 0.81 0.13 - 60,60,60,60 0
56 MG DA | 3356 1/1 0.85 0.08 - 56,56,56,56 0
56 MG DA | 3275 1/1 0.99 0.29 - 4,444 0
56 MG DA | 3247 1/1 0.92 0.27 - 3,3,3,3 0
56 MG DA | 3105 1/1 0.84 0.21 - 55,55,55,55 0
56 MG AA | 1712 1/1 0.92 0.22 - 35,35,35,35 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3277 1/1 0.98 0.34 - 3,3,3,3 0
56 MG AA 1747 1/1 0.97 0.10 - 41,41,41,41 0
56 MG BA | 3179 1/1 0.93 0.12 - 32,32,32,32 0
56 MG DA | 3404 1/1 0.98 0.14 - 5,5,5,5 0
56 MG AA | 1705 1/1 0.96 0.39 - 50,50,50,50 0
56 MG B5 101 1/1 0.84 0.28 - 63,63,63,63 0
56 MG DB 209 1/1 0.96 0.34 - 3,3,3,3 0
56 MG BA | 3838 1/1 0.93 0.13 - 29,29,29,29 0
56 | MG | BA |al72| 1/1 0.81 | 0.16 _ 54,5454 54 0
56 | MG | DA |3326]| 1/1 089 | 0.17 _ 44,44 0
56 MG DA | 3158 1/1 0.96 0.32 - 3,3,3,3 0
56 MG BA | 3764 1/1 0.97 0.15 - 45,45,45,45 0
56 | MG | BB | 234 | 1/1 0.95 | 0.11 ; 23,23,23,23 0
56 MG CA 1768 1/1 0.91 0.22 - 46,46,46,46 0
56 MG DA | 3230 1/1 0.80 0.13 - 58,58,58,58 0
56 MG CA 1718 1/1 0.82 0.21 - 41,41,41,41 0
56 MG DA | 3052 1/1 0.93 0.31 - 3,3,3,3 0
56 MG DA | 3192 1/1 0.95 0.39 - 3,3,3,3 0
56 MG BA | 3534 1/1 0.81 0.30 - 61,61,61,61 0
56 | MG | DA | 3282 1/1 0.84 | 0.49 ; 72.72,72,72 0
56 MG AA ] 1898 1/1 0.95 0.11 - 27,27,27,27 0
56 MG DA 3403 1/1 0.81 0.22 - 64,64,64,64 0
56 MG DA | 3360 1/1 0.87 0.28 - 56,56,56,56 0
56 MG CA 1709 1/1 0.91 0.13 - 55,55,55,55 0
56 MG BA | 3375 1/1 0.74 0.19 - 76,76,76,76 0
56 MG BA | 3761 1/1 0.88 0.15 - 29,29,29,29 0
56 MG AO 101 1/1 0.97 0.21 - 33,33,33,33 0
56 MG AY 120 1/1 0.85 0.10 - 40,40,40,40 0
56 MG DA | 3022 1/1 0.93 0.21 - 3,3,3,3 0
56 MG BA | 3045 1/1 0.86 0.56 - 56,56,56,56 0
56 MG BA | 3857 1/1 0.95 0.23 - 71,71,71,71 0
56 | MG | AA | 1762 | 1/1 0.90 | 0.12 ; 13,43,43,43 0
56 MG CA 1765 1/1 0.93 0.35 - 3,3,3,3 0
56 MG BB 211 1/1 0.70 0.17 - 81,81,81,81 0
56 MG AA ] 1959 1/1 0.96 0.11 - 54,54,54,54 0
56 MG BH 204 1/1 0.84 0.14 - 70T 0
56 MG CA 1763 1/1 0.74 1.37 - 70T 0
56 MG BB 214 1/1 0.84 0.27 - 55,55,55,55 0
56 MG BA | 3249 1/1 0.95 0.29 - 58,58,58,58 0
56 | MG | BA |3303| 1/1 0.98 | 026 ; 12,12,12,12 0
56 MG DD | 5002 1/1 0.92 0.14 - 33,33,33,33 0
56 MG BA | 3278 1/1 0.73 0.28 - 67,67,67,67 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3523 1/1 0.91 0.08 - 62,62,62,62 0
56 MG DA | 3195 1/1 0.91 0.36 - 3,3,3,3 0
56 MG BA | 3400 1/1 0.55 0.09 - 101,101,101,101 0
56 MG BA | 3458 1/1 0.86 0.34 - 50,50,50,50 0
56 MG BA | 3528 1/1 0.84 0.27 - 60,60,60,60 0
56 | MG | BN | 202 | 1/1 0.81 | 0.20 ; 16,46,46,46 0
56 MG CA 1632 1/1 0.95 0.41 - 3,3,3,3 0
56 MG CY 102 1/1 0.92 0.33 - 3,3,3,3 0
56 | MG | DA |3191| 1,1 0.92 | 0.27 _ 44,44 0
56 MG CA 1738 1/1 0.47 0.31 - 64,64,64,64 0
56 | MG | DA |3144| 1/1 0.95 | 025 ; 4,444 0
56 | MG | AA | 2021 1/1 0.85 | 0.10 ; 13,43,43,43 0
56 | MG | BA | 3116 | 1/1 0.82 | 0.31 ; 44,4444 44 0
56 MG DA | 3166 1/1 0.97 0.28 - 3,3,3,3 0
56 MG BA | 3806 1/1 0.91 0.44 - 29,29,29,29 0
56 MG BA | 3174 1/1 0.95 0.17 - 83,83,83,83 0
56 MG BA | 3227 1/1 0.89 0.16 - 46,46,46,46 0
56 MG BH 202 1/1 0.87 0.16 - 56,56,56,56 0
56 MG DA | 3314 1/1 0.72 0.36 - 70,70,70,70 0
56 MG AE 201 1/1 0.94 0.08 - 52,52,52,52 0
56 | MG | BX | 102 | 1,1 0.94 | 0.19 _ 95,25,25.25 0
56 MG AM 201 1/1 0.81 0.53 - 86,86,86,86 0
56 MG CG 201 1/1 0.85 0.12 - 70,70,70,70 0
56 MG CA 1815 1/1 0.78 0.27 - 63,63,63,63 0
56 MG BA | 3226 1/1 0.96 0.18 - 43,43,43,43 0
56 MG CA 1805 1/1 0.97 0.23 - 3,3,3,3 0
56 MG AY 106 1/1 0.95 0.10 - 58,58,58,58 0
56 MG AA | 1997 1/1 0.91 0.23 - 56,56,56,56 0
56 MG BA | 3371 1/1 0.92 0.16 - 53,53,53,53 0
56 MG DA | 3411 1/1 0.96 0.21 - 3,3,3,3 0
56 MG AX 410 1/1 0.87 0.11 - 73,73,73,73 0
56 MG BA | 3454 1/1 0.55 0.32 - 63,63,63,63 0
56 MG CA 1696 1/1 0.66 0.29 - 60,60,60,60 0
56 MG BA | 3076 1/1 0.82 0.46 - 51,51,51,51 0
56 MG BA | 3474 1/1 0.72 0.48 - 73,73,73,73 0
56 MG CA 1726 1/1 0.92 0.09 - 37,37,37,37 0
56 MG CA 1657 1/1 0.96 0.24 - 3,3,3,3 0
56 MG BA | 3671 1/1 0.98 0.11 - 57,57,57,57 0
56 MG AA | 1771 1/1 0.83 0.26 - 45,45,45,45 0
56 MG BA | 3341 1/1 0.86 0.28 - 70,70,70,70 0
56 MG CA 1650 1/1 0.97 0.55 - 73,73,73,73 0
56 MG BA | 3208 1/1 0.90 0.09 - 86,86,86,86 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3561 1/1 0.89 0.29 - 75,75,75,75 0
56 MG DI 201 1/1 0.84 0.12 - 38,38,38,38 0
56 MG DA | 3187 1/1 0.95 0.30 - 3,3,3,3 0
56 | MG | BA | 3827 1/1 092 | 0.21 ; 48,48,48,48 0
56 MG AA | 1711 1/1 0.81 0.40 - 58,58,58,58 0
56 MG DA | 3237 1/1 0.88 0.20 - 51,51,51,51 0
56 MG AA ] 1828 1/1 0.86 0.29 - 69,69,69,69 0
56 MG AA | 1669 1/1 0.94 0.17 - 58,58,58,58 0
56 MG BA | 3245 1/1 0.92 0.24 - 39,39,39,39 0
56 MG DA | 3229 1/1 0.95 0.21 - 3,3,3,3 0
56 MG BA | 3754 1/1 0.93 0.41 - 44,44.,44 44 0
56 MG CA 1662 1/1 0.97 0.19 - 4,444 0
56 | MG | AA | 1814 1/1 0.89 | 0.19 ; AT AT AT AT 0
56 MG BA | 3536 1/1 0.84 0.32 - 70,70,70,70 0
56 MG CO 101 1/1 0.90 0.22 - 33,33,33,33 0
56 MG BW 201 1/1 0.63 0.41 - 80,80,80,80 0
56 MG DA | 3093 1/1 0.96 0.36 - 3,3,3,3 0
56 MG AA | 1735 1/1 0.91 0.10 - 44,44.,44,44 0
56 | MG | BA | 3217 | 1/1 0.97 | 0.17 ; 12,12,12,12 0
56 MG BO 204 1/1 0.89 0.31 - 50,50,50,50 0
56 MG BA | 3246 1/1 0.91 0.33 - 60,60,60,60 0
56 | MG | AA | 1763 | 1/1 0.86 | 0.13 _ 41,41,41,41 0
56 MG DA | 3242 1/1 0.93 0.34 - 3,3,3,3 0
56 MG DA | 3205 1/1 0.98 0.23 - 38,38,38,38 0
56 | MG | CA | 1700 1/1 0.97 | 0.09 ; 12,12,12,12 0
56 MG DA | 3253 1/1 0.95 0.24 - 3,3,3,3 0
56 MG BA | 3141 1/1 0.95 0.14 - 68,68,68,68 0
56 MG BA | 3907 1/1 0.97 0.34 - 27,27,27,27 0
56 MG BB 221 1/1 0.90 0.44 - 65,65,65,65 0
56 MG AE 206 1/1 0.92 0.05 - 57,57,57,57 0
56 | MG | DA | 3222 1/1 0.93 | 0.20 _ A1,41,41 41 0
56 MG AM 202 1/1 0.93 0.07 - 58,58,58,58 0
56 MG BA | 3408 1/1 0.91 0.25 - 50,50,50,50 0
56 MG DA | 3057 1/1 0.99 0.29 - 3,3,3,3 0
56 | MG | DA | 3061 | 1,1 0.95 | 0.24 _ 44,44 0
56 MG CZ 109 1/1 0.81 0.10 - 95,95,95,95 0
56 MG DA | 3169 1/1 0.92 0.33 - 3,3,3,3 0
56 MG B8 101 1/1 0.88 0.29 - 30,30,30,30 0
56 MG BA | 3381 1/1 0.86 0.20 - 48,48,48,48 0
56 MG BV 203 1/1 0.95 0.04 - 52,52,52,52 0
56 | MG | CA | 1637| 1/1 0.99 | 0.15 _ 44,44 0
56 MG DA | 3240 1/1 0.93 0.19 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1726 1/1 0.94 0.22 - 53,53,53,53 0
56 MG CA 1686 1/1 0.75 0.26 - 48,48,48.,48 0
56 MG DA | 3355 1/1 0.91 0.08 - 56,56,56,56 0
56 | MG | AA | 1611 1/1 0.86 | 0.29 ; 48,48,48,48 0
56 MG DA | 3143 1/1 0.95 0.28 - 3,3,3,3 0
56 MG DA | 3198 1/1 0.95 0.36 - 4444 0
56 MG AE 202 1/1 0.93 0.15 - 64,64,64,64 0
56 MG BA | 3083 1/1 0.88 0.28 - 71,71,71,71 0
56 MG DA | 3401 1/1 0.93 0.21 - 39,39,39,39 0
56 MG AA ] 2019 1/1 0.94 0.32 - 70,70,70,70 0
56 | MG | AA | 1853 | 1/1 0.79 | 0.15 ; 24,24,24,24 0
56 MG DA | 3063 1/1 0.97 0.31 - 3,3,3,3 0
56 MG AA | 1837 1/1 0.96 0.13 - 17,17,17,17 0
56 MG CA 1800 1/1 0.95 0.41 - 3,3,3,3 0
56 MG BA | 3491 1/1 0.97 0.23 - 38,38,38,38 0
56 MG BA | 3160 1/1 0.87 0.17 - 54,54,54,54 0
56 MG BA | 3113 1/1 0.72 0.24 - 85,85,85,85 0
56 MG BA | 3772 1/1 0.95 0.10 - 48,48,48,48 0
56 MG BA | 3203 1/1 0.94 0.15 - 39,39,39,39 0
56 MG AA | 1695 1/1 0.91 0.18 - 52,52,52,52 0
56 MG BA | 3352 1/1 0.90 0.11 - 17,17,17,17 0
56 MG BA | 3638 1/1 0.86 0.21 - 48,48,48,48 0
56 MG DA | 3130 1/1 0.90 0.32 - 3,3,3,3 0
56 MG DG 202 1/1 0.87 0.15 - 59,59,59,59 0
56 MG DA | 3079 1/1 0.96 0.39 - 3,3,3,3 0
56 MG CA 1816 1/1 0.94 0.59 - 61,61,61,61 0
o6 MG DA 3220 1/1 0.96 0.27 - 21,21,21,21 0
56 MG CZ 104 1/1 0.92 0.24 - 3,3,3,3 0
56 MG AA | 1701 1/1 0.97 0.10 - 29,29,29,29 0
56 MG BA | 3515 1/1 0.94 0.10 - 68,68,68,68 0
56 MG DA | 3437 1/1 0.91 0.53 - 3,3,3,3 0
56 MG AA ] 1916 1/1 0.87 0.09 - 63,63,63,63 0
56 MG BF 301 1/1 0.72 0.13 - 63,63,63,63 0
56 MG DA | 3114 1/1 0.72 0.30 - 83,83,83,83 0
56 MG AA ] 1860 1/1 0.82 0.23 - 58,58,58,58 0
56 MG BA | 3803 1/1 0.97 0.14 - 32,32,32,32 0
56 MG BA | 3606 1/1 0.90 0.59 - 52,52,52,52 0
56 MG DE 301 1/1 0.95 0.09 - 5,5,5,5 0
56 MG BA | 3906 1/1 0.84 0.24 - 67,67,67,67 0
56 MG AA ] 1926 1/1 0.98 0.07 - 30,30,30,30 0
56 MG DA | 3323 1/1 0.88 0.50 - 3,3,3,3 0
56 MG CA 1733 1/1 0.95 0.28 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1707 1/1 0.90 0.11 - 37,37,37,37 0
56 MG BA | 3129 1/1 0.96 0.19 - 48,48,48.,48 0
56 MG BA | 3844 1/1 0.95 0.15 - 36,36,36,36 0
56 MG BA | 3117 1/1 0.53 0.54 - 63,63,63,63 0
56 MG BA | 3769 1/1 0.91 0.10 - 28,28,28,28 0
56 MG AA ] 1680 1/1 0.91 0.46 - 51,51,51,51 0
56 MG BA | 3440 1/1 0.95 0.35 - 73,73,73,73 0
56 | MG | AA | 1805| 1,1 0.98 | 0.0 _ 22,22,22,22 0
56 MG BA | 3818 1/1 0.87 0.55 - 71,71,71,71 0
56 | MG | BA |3475| 1/1 0.93 | 0.09 _ 22,22,22,22 0
56 | MG | DA | 3301 1/1 0.97 | 0.21 ; 12,42.42.42 0
56 MG BA | 3601 1/1 0.91 0.18 - 30,30,30,30 0
56 MG DA | 3336 1/1 0.91 0.15 - 25,25,25,25 0
56 MG AA 1721 1/1 0.94 0.11 - 44.,44.44,44 0
56 MG AA | 1671 1/1 0.95 0.17 - 59,59,59,59 0
56 MG DA | 3473 1/1 0.96 0.17 - 3,3,3,3 0
56 MG DA | 3181 1/1 0.94 0.28 - 3,3,3,3 0
56 MG BA | 3098 1/1 0.97 0.09 - 27,27,27,27 0
56 MG BA | 3066 1/1 0.93 0.11 - 67,67,67,67 0
56 MG BA | 3693 1/1 0.86 0.14 - 62,62,62,62 0
56 MG AA 1732 1/1 0.88 0.17 - 21,21,21,21 0
56 MG BA | 3692 1/1 0.83 0.39 - 52,52,52,52 0
56 MG DA | 3174 1/1 0.98 0.20 - 3,3,3,3 0
56 MG BB 204 1/1 0.90 0.11 - 51,51,51,51 0
56 | MG | BA | 3774| 1/1 0.96 | 0.24 ; 12,42,42.42 0
56 | MG | CA | 1742 1/1 0.82 | 0.19 ; 54,54,54,54 0
o6 MG AZ 104 1/1 0.90 0.11 - 61,61,61,61 0
56 MG BA | 3196 1/1 0.81 0.37 - 50,50,50,50 0
56 MG AA 1604 1/1 0.97 0.21 - 43,43,43,43 0
56 MG BA | 3285 1/1 0.93 0.17 - 48,48,48,48 0
56 MG BA | 3854 1/1 0.97 0.45 - 60,60,60,60 0
56 | MG | BA | 3158 | 1/1 0.95 | 0.11 ; 42,4242 42 0
56 MG AA | 1767 1/1 0.86 0.11 - 45,45,45,45 0
56 MG BA | 3182 1/1 0.95 0.15 - 20,20,20,20 0
56 MG BA 3216 1/1 0.94 0.21 - 54,54,54,54 0
56 MG AV | 5500 1/1 0.89 0.32 - 71,71,71,71 0
56 MG DA | 3173 1/1 0.98 0.21 - 3,3,3,3 0
56 MG BI 204 1/1 0.95 0.22 - 32,32,32,32 0
56 MG AA | 1694 1/1 0.93 0.15 - 52,52,52,52 0
56 MG BA | 3071 1/1 0.91 0.23 - 35,35,35,35 0
56 MG AA | 1977 1/1 0.94 0.28 - 64,64,64,64 0
56 MG AQ 201 1/1 0.96 0.08 - 52,52,52,52 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3127 1/1 0.95 0.35 - 3,3,3,3 0
56 MG AY 110 1/1 0.88 0.15 - 31,31,31,31 0
56 MG BA | 3329 1/1 0.65 0.14 - 79,79,79,79 0
56 MG CA 1766 1/1 0.91 0.09 - 64,64,64,64 0
56 MG DA | 3089 1/1 0.96 0.14 - 4,4,4,4 0
56 MG DA | 3258 1/1 0.99 0.10 - 6,6,6,6 0
56 MG DA | 3202 1/1 0.96 0.44 - 3,3,3,3 0
56 MG AA | 1899 1/1 0.70 0.35 - 59,59,59,59 0
56 MG D8 101 1/1 0.91 0.35 - 3,3,3,3 0
56 MG BA | 3734 1/1 0.92 0.27 - 59,59,59,59 0
56 MG BA | 3017 1/1 0.93 0.12 - 52,52,52,52 0
56 MG BA | 3509 1/1 0.81 0.18 - 34,34,34,34 0
56 MG AL 203 1/1 0.93 0.08 - 43,43,43,43 0
56 MG AA ] 1901 1/1 0.94 0.25 - 88,88,88,88 0
56 MG AA | 1966 1/1 0.89 0.14 - 29,29,29,29 0
56 MG BA | 3802 1/1 0.87 0.17 - AT,47 47,47 0
56 MG BA | 3003 1/1 0.88 0.10 - 36,36,36,36 0
56 MG AA | 1857 1/1 0.95 0.17 - 43,43,43,43 0
56 MG CA 1605 1/1 0.99 0.33 - 3,3,3,3 0
56 MG BA | 3025 1/1 0.91 0.22 - 58,58,58,58 0
56 MG AY 111 1/1 0.86 0.18 - 60,60,60,60 0
56 MG BA | 3566 1/1 0.94 0.13 - 43,43,43,43 0
56 MG BA | 3822 1/1 0.96 0.32 - 34,34,34,34 0
56 | MG | AA | 1815| 1/1 0.92 | 0.25 _ 43,4343 43 0
56 MG BA | 3239 1/1 0.64 0.48 - 69,69,69,69 0
56 | MG | BA | 3442 | 1/1 0.86 | 0.16 ; 16,46,46,46 0
56 MG CA 1711 1/1 0.77 0.82 - 57,57,57,57 0
56 MG BA | 3186 1/1 0.94 0.11 - 67,67,67,67 0
56 MG AY 119 1/1 0.95 0.09 - 50,50,50,50 0
56 MG AA | 1715 1/1 0.79 0.25 - 50,50,50,50 0
56 MG DA | 3064 1/1 0.98 0.33 - 4,444 0
56 MG BF 306 1/1 0.86 0.17 - A7.47,47,47 0
56 MG BA | 3060 1/1 0.88 0.07 - 83,83,83,83 0
56 MG BA | 3793 1/1 0.89 0.14 - 54,54,54,54 0
56 | MG | BA |3394| 1/1 0.92 | 0.18 _ 41,41,41,41 0
56 MG BA | 3384 1/1 0.83 0.18 - 60,60,60,60 0
56 MG BA | 3188 1/1 0.94 0.10 - 53,53,53,53 0
56 MG DA | 3011 1/1 0.97 0.22 - 3,3,3,3 0
56 MG BA | 3737 1/1 0.90 0.15 - 50,50,50,50 0
56 MG DA | 3020 1/1 0.99 0.32 - 3,3,3,3 0
56 | MG | AA | 1954 | 1/1 0.94 | 0.28 _ T4,74,74,74 0
56 MG AA | 2022 1/1 0.90 0.10 - 35,35,35,35 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1753 1/1 0.90 0.21 - 62,62,62,62 0
56 MG BA | 3784 1/1 0.91 0.22 - 33,33,33,33 0
56 | MG | BK | 203 | 1,1 0.97 | 0.14 _ 72,72,72.72 0
56 MG DA | 3231 1/1 0.83 0.18 - 72,72,72,72 0
56 MG AA | 1796 1/1 0.97 0.17 - 60,60,60,60 0
56 MG BB 220 1/1 0.66 0.58 - 84,84,84,84 0
56 MG AA ] 1881 1/1 0.75 0.48 - 98,98,98,98 0
56 MG BA | 3843 1/1 0.88 0.20 - 60,60,60,60 0
56 MG B1 103 1/1 0.97 0.09 - 37,37,37,37 0
56 MG DA | 3179 1/1 0.99 0.47 - 3,3,3,3 0
56 MG CA 1665 1/1 0.97 0.29 - 3,3,3,3 0
56 MG AA | 1849 1/1 0.97 0.13 - 10,10,10,10 0
56 MG DA | 3484 1/1 0.98 0.39 - 3,3,3,3 0
56 MG BA | 3848 1/1 0.93 0.18 - 61,61,61,61 0
56 MG BA | 3608 1/1 0.93 0.28 - 40,40,40,40 0
56 | MG | BA |3868]| 1,1 0.92 | 0.13 _ 11,11,11,11 0
56 MG DA | 3236 1/1 0.93 0.08 - 53,53,53,53 0
56 | MG | DA |3125| 1/1 091 | 0.19 ; 28,28,28,28 0
56 MG AA ] 2018 1/1 0.98 0.25 - 23,23,23,23 0
56 MG DA | 3008 1/1 0.95 0.23 - 4444 0
56 MG BA | 3540 1/1 0.70 0.26 - 65,65,65,65 0
56 MG AA ] 1699 1/1 0.81 0.38 - 61,61,61,61 0
56 MG BA | 3646 1/1 0.87 0.15 - 47,47 47 47 0
56 MG DA | 3036 1/1 0.95 0.19 - 5,5,5,5 0
56 | MG | AA | 1734 1/1 094 | 0.14 ; 27.27,27.27 0
56 | MG | BA | 3468 | 1/1 0.97 | 0.40 ; 22,22,22 22 0
56 MG AA ] 1813 1/1 0.79 0.30 - 67,67,67,67 0
56 MG DA | 3410 1/1 0.97 0.18 - 3,3,3,3 0
56 | MG | BA |3804| 1,1 0.94 | 0.16 _ 44,44,44.44 0
56 MG AA | 1636 1/1 0.78 0.11 - 67,67,67,67 0
56 MG BA | 3219 1/1 0.95 0.16 - 17,17,17,17 0
56 MG BA | 3065 1/1 0.82 0.13 - 78,78,78,78 0
56 MG AA ] 2023 1/1 0.87 0.10 - 33,33,33,33 0
56 MG BA | 3584 1/1 0.95 0.28 - 54,54,54,54 0
56 MG BA | 3102 1/1 0.82 0.22 - 89,89,89,89 0
56 MG BA | 3325 1/1 0.93 0.40 - 66,66,66,66 0
56 MG CA 1734 1/1 0.96 0.10 - 29,29,29,29 0
56 MG BA | 3813 1/1 0.97 0.10 - 15,15,15,15 0
56 MG AA 1912 1/1 0.92 0.14 - 62,62,62,62 0
56 MG BA | 3581 1/1 0.76 0.12 - 69,69,69,69 0
56 MG AA ] 1803 1/1 0.94 0.16 - 55,55,55,55 0
56 | MG | DA |3472| 1/1 0.98 | 0.28 _ 44,44 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG CA 1614 1/1 0.98 0.25 - 3,3,3,3 0
56 MG BA | 3354 1/1 0.95 0.34 - 59,59,59,59 0
56 MG AA ] 1730 1/1 0.82 0.25 - 72,72,72,72 0
56 | MG | AA | 2013 | 1/1 0.94 | 0.32 ; 40,40,40,40 0
56 MG BB 203 1/1 0.90 0.05 - 51,51,51,51 0
56 MG BA | 3632 1/1 0.97 0.23 - 51,51,51,51 0
56 MG AZ 110 1/1 0.91 0.19 - 69,69,69,69 0
56 MG AA ] 1988 1/1 0.90 0.10 - 65,65,65,65 0
56 MG AA | 1999 1/1 0.96 0.11 - AT,A7T 47 47 0
56 MG AA | 1804 1/1 0.94 0.35 - 56,56,56,56 0
56 MG DA | 3250 1/1 0.95 0.24 - 3,3,3,3 0
56 | MG | BA | 3444 1/1 0.92 | 0.29 ; 42,4242 42 0
56 MG BA | 3133 1/1 0.76 0.34 - 53,53,53,53 0
56 MG AA | 1914 1/1 0.91 0.14 - 70,70,70,70 0
56 MG BA | 3340 1/1 0.67 0.58 - 73,73,73,73 0
56 MG DB 201 1/1 0.96 0.28 - 3,3,3,3 0
56 MG BA | 3881 1/1 0.85 0.41 - 68,68,68,68 0
56 MG AA ] 1859 1/1 0.88 0.12 - 76,76,76,76 0
56 | MG | DA |3415| 1/1 0.97 | 0.23 ; 14,44 0
56 MG AA ] 1961 1/1 0.97 0.37 - 61,61,61,61 0
56 MG DA | 3324 1/1 0.95 0.51 - 3,3,3,3 0
56 MG BA | 3159 1/1 0.91 0.20 - 61,61,61,61 0
56 MG BO 102 1/1 0.93 0.15 - 37,37,37,37 0
56 MG BA | 3272 1/1 0.89 0.20 - 54,54,54,54 0
56 MG BA | 3204 1/1 0.94 0.09 - 34,34,34,34 0
56 | MG | DB | 207 | 1/1 0.99 | 0.18 ; 14,44 0
56 MG CA 1716 1/1 0.91 0.17 - 58,58,58,58 0
56 MG AA | 1741 1/1 0.89 0.15 - 60,60,60,60 0
56 MG AA | 2005 1/1 0.88 0.20 - 49,49,49,49 0
56 MG BA | 3718 1/1 0.93 0.41 - 51,51,51,51 0
56 MG BS 201 1/1 0.93 0.16 - 46,46,46,46 0
56 MG DA | 3296 1/1 0.96 0.59 - 46,46,46,46 0
56 MG CA 1680 1/1 0.85 0.19 - 34,34,34,34 0
56 MG BA | 3707 1/1 0.86 0.50 - 70T 0
56 MG BA | 3626 1/1 0.88 0.17 - 62,62,62,62 0
56 | MG | BA |3087| 1,1 0.95 | 0.31 _ 24,24,24.24 0
56 MG BN 204 1/1 0.95 0.11 - 43,43,43,43 0
56 MG CY 108 1/1 0.81 0.19 - 60,60,60,60 0
56 MG AA ] 1656 1/1 0.86 0.15 - A7.47,47,47 0
56 | MG | DQ | 201 | 1/1 091 | 025 ; 4444 0
56 MG BA | 3799 1/1 0.97 0.11 - 29,29,29,29 0
56 MG CA 1803 1/1 0.96 0.26 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3849 1/1 0.89 0.35 - 52,52,52,52 0
56 MG DA | 3479 1/1 0.96 0.23 - 3,3,3,3 0
56 | MG | AA | 1682 1/1 0.92 | 0.17 _ 40,40,40,40 0
56 | MG | AA | 1827 1/1 0.83 | 0.26 _ 44,44,44 44 0
56 MG DA | 3366 1/1 0.89 0.14 - 86,86,86,86 0
56 MG BA | 3149 1/1 0.83 0.19 - 29,29,29,29 0
56 MG AA | 1873 1/1 0.83 0.40 - 70T 0
56 MG BA | 3755 1/1 0.96 0.19 - 58,58,58,58 0
56 MG AA | 1728 1/1 0.93 0.39 - 46,46,46,46 0
56 MG AA | 1779 1/1 0.87 0.69 - 34,34,34,34 0
56 MG CZ 111 1/1 0.94 0.33 - 3,3,3,3 0
56 MG DA | 3457 1/1 0.89 0.20 - 4,444 0
56 MG AA | 1875 1/1 0.62 0.55 - 83,83,83,83 0
56 MG BA | 3578 1/1 0.92 0.09 - 48,48,48.,48 0
56 MG AA ] 1993 1/1 0.97 0.21 - 46,46,46,46 0
56 | MG | BA |3674| 1/1 0.96 | 0.15 _ 12,12,12,12 0
56 MG DA | 3370 1/1 0.75 0.22 - 71,71,71,71 0
56 MG DA | 3044 1/1 0.95 0.19 - 3,3,3,3 0
56 MG BA | 3794 1/1 0.69 0.12 - 65,65,65,65 0
56 MG BA | 3452 1/1 0.94 0.14 - 44,44,44,44 0
56 | MG | BA |3395| 1/1 0.80 | 0.14 _ 22,22,22,22 0
56 MG DA | 3372 1/1 0.97 0.28 - 3,3,3,3 0
56 MG B2 103 1/1 0.95 0.37 - 36,36,36,36 0
56 MG BA | 3079 1/1 0.94 0.29 - 51,51,51,51 0
56 MG AA ] 1631 1/1 0.94 0.20 - 39,39,39,39 0
56 MG BA | 3796 1/1 0.97 0.14 - 30,30,30,30 0
56 MG BA | 3005 1/1 0.82 0.26 - 51,51,51,51 0
56 MG BA | 3424 1/1 0.90 0.37 - 55,55,55,55 0
56 MG BA | 3658 1/1 0.95 0.12 - 36,36,36,36 0
56 MG BA | 3392 1/1 0.88 0.13 - 52,52,52,52 0
56 MG BA | 3575 1/1 0.93 0.12 - 53,53,53,53 0
56 MG CA 1770 1/1 0.93 0.12 - 54,54,54,54 0
56 MG DA | 3083 1/1 0.96 0.21 - 3,3,3,3 0
56 MG AA | 1668 1/1 0.88 0.08 - 46,46,46,46 0
56 MG DA | 3272 1/1 0.98 0.28 - 3,3,3,3 0
56 MG AA 1681 1/1 0.95 0.11 - 27,27,27,27 0
56 MG AA 1880 1/1 0.94 0.11 - 40,40,40,40 0
56 MG DA | 3283 1/1 0.82 0.82 - 70,70,70,70 0
56 MG CA 1772 1/1 0.88 0.26 - 3,3,3,3 0
56 MG BA | 3360 1/1 0.85 0.25 - 65,65,65,65 0
56 MG BA | 3909 1/1 0.88 0.21 - 39,39,39,39 0
56 MG DD | 5008 1/1 0.93 0.13 - 13,13,13,13 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AY 109 1/1 0.91 0.17 - 47,4747 .47 0
56 MG BA | 3192 1/1 0.85 0.29 - 50,50,50,50 0
56 MG BA | 3090 1/1 0.96 0.08 - 43,43,43,43 0
56 MG AZ 114 1/1 0.95 0.09 - 60,60,60,60 0
56 | MG | BA | 3443 | 1/1 0.81 | 0.18 ; 71,71,71,71 0
56 MG DB 212 1/1 0.97 0.23 - 3,3,3,3 0
56 MG DA | 3040 1/1 0.95 0.23 - 3,3,3,3 0
56 MG CA 1602 1/1 0.94 0.09 - 5,5,5,5 0
56 MG DA | 3009 1/1 0.98 0.26 - 3,3,3,3 0
56 | MG | BA |3878| 1/1 0.88 | 0.17 _ 44,44 44,44 0
56 MG AA ] 1683 1/1 0.94 0.16 - 74,74,74,74 0
56 MG BO 203 1/1 0.94 0.23 - 55,55,55,55 0
56 MG AA | 1646 1/1 0.84 0.19 - 38,38,38,38 0
56 MG BA | 3156 1/1 0.69 0.49 - 53,53,53,53 0
56 MG B1 102 1/1 0.97 0.08 - 9,9,9,9 0
56 MG BA | 3431 1/1 0.65 0.17 - 63,63,63,63 0
56 MG BA | 3520 1/1 0.89 0.19 - 61,61,61,61 0
56 MG AA | 1952 1/1 0.89 0.13 - 83,83,83,83 0
56 MG BA | 3147 1/1 0.80 0.48 - 52,52,52,52 0
56 MG BA | 3175 1/1 0.89 0.32 - 69,69,69,69 0
56 MG BA | 3433 1/1 0.90 0.24 - 67,67,67,67 0
56 MG AA | 1664 1/1 0.71 0.19 - 73,73,73,73 0
56 MG DA | 3477 1/1 0.96 0.25 - 3,3,3,3 0
56 MG BA | 3067 1/1 0.96 0.07 - 48,48,48.,48 0
56 MG AK 205 1/1 0.93 0.39 - 61,61,61,61 0
56 MG CA 1797 1/1 0.94 0.50 - 28,28,28,28 0
56 MG DA | 3039 1/1 0.91 0.20 - 4,4,4,4 0
56 MG CA 1687 1/1 0.89 0.29 - 46,46,46,46 0
56 MG DA | 3384 1/1 0.94 0.34 - 3,3,3,3 0
56 MG AA | 1791 1/1 0.95 0.08 - 81,81,81,81 0
56 MG DA | 3306 1/1 0.95 0.25 - 3,3,3,3 0
56 MG CA 1615 1/1 0.93 0.25 - 3,3,3,3 0
56 MG AZ 109 1/1 0.91 0.16 - 79,79,79,79 0
56 MG CA 1813 1/1 0.90 0.13 - 64,64,64,64 0
56 MG BA | 3569 1/1 0.94 0.28 - 40,40,40,40 0
56 MG BA | 3478 1/1 0.93 0.17 - 52,52,52,52 0
56 MG BA | 3800 1/1 0.67 0.40 - 74,74,74,74 0
56 MG BA | 3286 1/1 0.97 0.23 - 17,17,17,17 0
56 MG BA | 3210 1/1 0.79 0.14 - 69,69,69,69 0
56 MG BA | 3831 1/1 0.95 0.22 - 34,34,34,34 0
56 MG AA | 1806 1/1 0.98 0.32 - 27,27,27,27 0
56 MG DB 211 1/1 0.94 0.26 - 3,3,3,3 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG BA | 3735 1/1 0.97 0.12 - 29,29,29,29 0
56 | MG | CA | 1617| 1,1 0.97 | 0.1 _ 44,44 0
56 MG CA 1705 1/1 0.76 0.86 - 60,60,60,60 0
56 MG CA 1776 1/1 0.97 0.23 - 3,3,3,3 0
56 MG AY 105 1/1 0.98 0.08 - 39,39,39,39 0
56 MG DA | 3318 1/1 0.70 0.32 - 45,45,45,45 0
56 MG AA ] 1869 1/1 0.95 0.16 - 47474747 0
56 MG BA | 3728 1/1 0.95 0.17 - 34,34,34,34 0
56 MG BA | 3277 1/1 0.88 0.18 - D7,57,57,57 0
56 | MG | DA |3321| 1/1 0.98 | 0.29 _ 44,44 0
56 MG DA | 3043 1/1 0.98 0.20 - 3,3,3,3 0
56 MG BA | 3797 1/1 0.95 0.12 - 52,52,52,52 0
56 MG BG 201 1/1 0.91 0.37 - 64,64,64,64 0
56 MG BA | 3786 1/1 0.94 0.37 - 18,18,18,18 0
56 MG BA | 3085 1/1 0.92 0.24 - 29,29,29,29 0
56 MG BA | 3406 1/1 0.94 0.29 - 23,23,23,23 0
56 MG BE 302 1/1 0.73 0.40 - 67,67,67,67 0
56 MG AA | 1976 1/1 0.93 0.17 - 70,70,70,70 0
56 MG CA 1685 1/1 0.72 0.48 - 68,68,68,68 0
56 MG CA 1750 1/1 0.96 0.18 - 4444 0
56 MG DA | 3094 1/1 0.96 0.36 - 3,3,3,3 0
56 MG DA | 3184 1/1 0.95 0.24 - 3,3,3,3 0
56 MG AA | 1971 1/1 0.92 0.42 - 57,57,57,57 0
56 MG BA | 3344 1/1 0.94 0.37 - 47,47,47 .47 0
56 MG DA | 3170 1/1 0.94 0.33 - 3,3,3,3 0
56 MG BA | 3743 1/1 0.89 0.27 - 64,64,64,64 0
56 MG CA 1791 1/1 0.87 0.41 - 54,54,54,54 0
56 MG DA | 3467 1/1 0.90 0.18 - 3,3,3,3 0
56 MG AA | 1698 1/1 0.80 0.25 - 53,53,53,53 0
56 MG CY 104 1/1 0.77 0.09 - 78,78,78,78 0
56 MG DA | 3186 1/1 0.96 0.11 - 4,4,4.4 0
56 MG BE 306 1/1 0.77 0.13 - 71,71,71,71 0
56 MG CA 1767 1/1 0.81 0.10 - 64,64,64,64 0
56 MG AA ] 2011 1/1 0.88 0.31 - 75,75,75,75 0
56 MG CA 1678 1/1 0.85 0.18 - 49,49,49,49 0
56 MG BA | 3717 1/1 0.92 0.13 - 67,67,67,67 0
56 MG BA 3423 1/1 0.90 0.16 - 21,21,21,21 0
56 | MG | BA | 3011 1/1 0.76 | 0.21 ; A7 A7 47 AT 0
56 MG BA | 3663 1/1 0.92 0.32 - 50,50,50,50 0
56 MG DA | 3111 1/1 0.97 0.25 - 3,3,3,3 0
56 MG AA | 1957 1/1 0.84 0.07 - 61,61,61,61 0
56 MG AA | 2025 1/1 0.87 0.57 - 58,58,58,58 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA | 1788 1/1 0.89 0.46 - 66,66,66,66 0
56 | MG | DA |3405| 1,1 0.93 | 0.1 _ 44,44 0
56 MG DA | 3161 1/1 0.97 0.34 - 3,3,3,3 0
56 MG BA | 3269 1/1 0.93 0.11 - 31,31,31,31 0
56 MG CA 1607 1/1 0.97 0.23 - 3,3,3,3 0
56 MG BA | 3603 1/1 0.85 0.24 - A7.47,47,47 0
56 MG BA | 3176 1/1 0.59 0.43 - 66,66,66,66 0
56 | MG | DA |3033| 1,1 0.90 | 0.17 _ 44,44 0
56 MG AK 204 1/1 0.87 0.11 - 82,82,82,82 0
56 MG BA | 3548 1/1 0.84 0.14 - 36,36,36,36 0
56 MG CA 1649 1/1 0.92 0.09 - 35,35,35,35 0
56 MG BA | 3335 1/1 0.94 0.15 - 52,52,52,52 0
56 MG CA 1758 1/1 0.69 0.17 - 78,78,78,78 0
56 MG DA 3291 1/1 0.88 0.22 - 44.,44.44,44 0
56 MG AK 206 1/1 0.75 0.29 - 69,69,69,69 0
56 MG AA | 1921 1/1 0.96 0.17 - 60,60,60,60 0
56 MG BA | 3280 1/1 0.93 0.18 - 29,29,29,29 0
56 MG BB 217 1/1 0.82 0.39 - 74,74,74,74 0
56 MG BA | 3275 1/1 0.82 0.32 - 46,46,46,46 0
56 MG DA | 3001 1/1 0.96 0.17 - 55,55,55,55 0
56 MG DA | 3465 1/1 0.96 0.20 - 3,3,3,3 0
56 MG AA | 1994 1/1 0.92 0.30 - 52,52,52,52 0
56 MG BA | 3230 1/1 0.84 0.12 - 60,60,60,60 0
56 MG BA | 3860 1/1 0.92 0.08 - 62,62,62,62 0
56 MG AA | 1905 1/1 0.93 0.23 - 50,50,50,50 0
56 MG BA | 3723 1/1 0.90 0.13 - 7,0,7,7 0
56 MG DA | 3395 1/1 0.96 0.23 - 41,41,41,41 0
56 MG AG 202 1/1 0.93 0.11 - 56,56,56,56 0
56 | MG | BA |3414| 1/1 0.98 | 0.10 _ 93,23,2323 0
56 MG BA | 3759 1/1 0.83 0.24 - 47,4747 .47 0
56 MG BA | 3207 1/1 0.80 0.12 - 73,73,73,73 0
56 MG AC 303 1/1 0.95 0.07 - 56,56,56,56 0
56 MG AA | 1743 1/1 0.84 0.11 - 63,63,63,63 0
56 MG AA ] 1830 1/1 0.96 0.12 - 55,55,55,55 0
56 MG CA 1669 1/1 0.77 0.57 - 79,79,79,79 0
56 MG DA | 3239 1/1 0.84 0.10 - 78,78,78,78 0
56 MG DA | 3080 1/1 0.94 0.23 - 3,3,3,3 0
56 MG DA | 3486 1/1 0.92 0.48 - 3,3,3,3 0
56 | MG | BA | 3225| 1/1 0.95 | 0.12 ; 27.27,27.27 0
56 MG DB 210 1/1 0.82 0.20 - 3,3,3,3 0
56 MG BA | 3068 1/1 0.65 0.20 - 50,50,50,50 0
56 MG AA | 1845 1/1 0.96 0.10 - 29,29,29,29 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG DA | 3031 1/1 0.93 0.48 - 3,3,3,3 0
56 MG BA | 3573 1/1 0.96 0.16 - 62,62,62,62 0
56 MG CA 1658 1/1 0.97 0.27 - 3,3,3,3 0
56 MG DA | 3248 1/1 0.95 0.13 - 3,3,3,3 0
56 MG BA | 3631 1/1 0.96 0.27 - 67,67,67,67 0
56 MG BA | 3062 1/1 0.92 0.12 - 56,56,56,56 0
56 MG AA | 1774 1/1 0.90 0.14 - 39,39,39,39 0
56 MG BA | 3300 1/1 0.79 0.39 - 61,61,61,61 0
56 | MG | BA | 3650 | 1/1 0.77 | 0.32 _ 42,42 42,42 0
56 MG DA | 3076 1/1 0.96 0.17 - 3,3,3,3 0
56 MG BA | 3353 1/1 0.95 0.23 - 37,37,37,37 0
56 MG AA ] 1689 1/1 0.88 0.12 - 55,55,55,55 0
56 MG CA 1630 1/1 0.94 0.56 - 3,3,3,3 0
56 MG BA | 3706 1/1 0.96 0.20 - 45,45,45,45 0
56 | MG | BA | 3450 | 1,1 0.98 | 0.15 _ 24,24,24.24 0
56 MG BA | 3110 1/1 0.94 0.08 - 65,65,65,65 0
56 | MG | BA |3533| 1/1 0.95 | 0.12 _ 2.2,2,2 0
56 MG BA | 3202 1/1 0.86 0.53 - 57,57,57,57 0
56 MG AA ] 1960 1/1 0.90 0.29 - 53,53,53,53 0
56 MG AA | 1654 1/1 0.94 0.15 - 75,75,75,75 0
56 MG DA | 3322 1/1 0.95 0.30 - 3,3,3,3 0
56 MG DA 3104 1/1 0.90 0.42 - 21,21,21,21 0
56 MG AA | 1760 1/1 0.92 0.10 - 8,8,8,8 0
56 MG AA | 1841 1/1 0.97 0.23 - 8,8,8,8 0
56 MG DA | 3168 1/1 0.95 0.20 - 4,444 0
56 MG BA | 3733 1/1 0.93 0.30 - 38,38,38,38 0
56 MG AA | 1870 1/1 0.92 0.24 - 85,85,85,85 0
56 | MG | AA | 1820 1,1 0.89 | 0.14 _ 46,46,46,46 0
56 MG BA | 3161 1/1 0.89 0.40 - 103,103,103,103 0
56 MG DA | 3469 1/1 0.96 0.39 - 3,3,3,3 0
56 MG BA | 3858 1/1 0.92 0.24 - 60,60,60,60 0
56 MG BA | 3749 1/1 0.85 0.52 - 53,53,53,53 0
56 MG DA | 3194 1/1 0.95 0.21 - 3,3,3,3 0
56 MG DA | 3233 1/1 0.97 0.11 - 43,43,43,43 0
56 MG BA | 3812 1/1 0.87 0.16 - 40,40,40,40 0
56 MG BA | 3508 1/1 0.93 0.14 - 33,33,33,33 0
56 MG DA | 3419 1/1 0.95 0.32 - 3,3,3,3 0
56 MG BA | 3622 1/1 0.92 0.09 - 60,60,60,60 0
56 MG CA 1729 1/1 0.86 0.35 - 36,36,36,36 0
56 MG BA | 3235 1/1 0.92 0.09 - A47.47,47,47 0
56 | MG | DA |3155]| 1/1 0.95 | 0.18 _ 44,44 0
56 MG BA | 3484 1/1 0.95 0.19 - 47,47 47 47 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 MG AA ] 1958 1/1 0.57 0.68 - 87,87,87,87 0
56 MG BA | 3905 1/1 0.86 0.25 - 65,65,65,65 0
56 MG BA | 3855 1/1 0.95 0.14 - 49,49,49,49 0
56 MG DB 205 1/1 0.95 0.28 - 3,3,3,3 0
56 MG AA ] 1940 1/1 0.85 0.39 - 53,53,53,53 0
56 | MG | AA | 1855 | 1/1 0.95 | 0.23 ; 21,21,21,21 0
56 MG DA | 3413 1/1 0.90 0.18 - 3,3,3,3 0
56 MG BA | 3425 1/1 0.86 0.29 - 48,48,48,48 0
56 MG BA | 3795 1/1 0.67 0.35 - 84,84,84,84 0
56 MG BA 3644 1/1 0.96 0.24 - 26,26,26,26 0
56 MG CA 1755 1/1 0.95 0.24 - 4,4,4.4 0
56 MG AA | 1902 1/1 0.75 0.51 - 61,61,61,61 0
56 MG CA 1794 1/1 0.88 0.17 - 35,35,35,35 0
56 MG AA ] 1908 1/1 0.92 0.28 - 85,85,85,85 0
56 MG BA | 3476 1/1 0.97 0.08 - 18,18,18,18 0
56 MG CA 1778 1/1 0.98 0.15 - 3,3,3,3 0
56 | MG | DO | 202 | 1/1 0.92 | 0.11 _ 44,44 0
56 MG BA | 3725 1/1 0.85 0.12 - 23,23,23,23 0
56 MG BA | 3562 1/1 0.95 0.13 - 28,28,28,28 0
56 MG BA | 3568 1/1 0.93 0.16 - 33,33,33,33 0
56 MG BA 3456 1/1 0.94 0.12 - 24,24,24,24 0
56 MG BA | 3771 1/1 0.82 0.50 - 72,72,72,72 0
56 MG AA | 1723 1/1 0.78 0.31 - 76,76,76,76 0
56 | MG BI | 205 | 1/1 0.84 | 0.11 _ 45,45,45 45 0
56 | MG | DA | 3481 1/1 0.87 | 0.21 ; 44,44 0
56 | MG | AA | 1657 | 1/1 091 | 0.11 ; 45.45,45.45 0
56 MG CA 1692 1/1 0.94 0.14 - 34,34,34,34 0
56 MG AV | 5502 1/1 0.62 0.58 - 89,89,89,89 0
56 MG BA | 3014 1/1 0.77 0.37 - 65,65,65,65 0
56 MG BA | 3109 1/1 0.76 0.18 - 70,70,70,70 0
56 MG BA | 3078 1/1 0.85 0.18 - 51,51,51,51 0
56 MG BA | 3873 1/1 0.86 0.41 - 44,44,44,44 0
56 MG CA 1707 1/1 0.95 0.14 - 36,36,36,36 0
56 MG BD | 5004 1/1 0.93 0.16 - 50,50,50,50 0
56 MG AA ] 1850 1/1 0.95 0.11 - 38,38,38,38 0
56 MG AA | 1885 1/1 0.67 0.33 - 58,58,58,58 0
56 MG DA 3117 1/1 0.96 0.11 - 28,28,28,28 0
56 | MG | AA | 1625 | 1/1 0.98 | 0.20 ; 44,4444 44 0
56 MG BS 202 1/1 0.87 0.07 - 42,42,42.42 0
56 MG BA | 3557 1/1 0.94 0.20 - 29,29,29,29 0
56 MG DA | 3358 1/1 0.93 0.19 - 54,54,54,54 0
56 MG BA | 3648 1/1 0.80 0.21 - 48,48,48.,48 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9
56 | MG | DA | 3461 | 1,1 0.96 | 0.19 _ 14,44 0
56 MG CY 103 1/1 0.95 0.16 - 31,31,31,31 0
56 MG BD | 5003 1/1 0.74 0.16 - 57,57,57,57 0
56 MG BA | 3355 1/1 0.94 0.10 - 33,33,33,33 0
56 MG DA | 3156 1/1 0.96 0.39 - 3,3,3,3 0
56 MG BA | 3675 1/1 0.95 0.23 - 43,43,43,43 0
56 MG CA 1728 1/1 0.91 0.30 - 57,57,57,57 0
56 MG DA | 3042 1/1 0.94 0.04 - 69,69,69,69 0
56 MG BA | 3552 1/1 0.98 0.07 - 15,15,15,15 0
56 MG BA | 3055 1/1 0.76 0.20 - 73,73,73,73 0
56 MG BA | 3695 1/1 0.94 0.15 - 70,70,70,70 0
56 MG DA | 3100 1/1 0.94 0.19 - 4,4,4,4 0
56 MG BA | 3884 1/1 0.58 0.24 - 80,80,80,80 0
56 MG DA | 3056 1/1 0.96 0.28 - 63,63,63,63 0
56 MG BA | 3642 1/1 0.86 0.14 - 67,67,67,67 0
56 MG BA | 3486 1/1 0.87 0.12 - 36,36,36,36 0
56 MG CA 1613 1/1 0.95 0.21 - 3,3,3,3 0
56 MG BA | 3332 1/1 0.62 0.15 - 90,90,90,90 0
56 MG BA | 3177 1/1 0.95 0.10 - 40,40,40,40 0
56 | MG | AA | 1764 1/1 0.76 | 0.42 ; 72.72,72,72 0
56 MG AA | 1749 1/1 0.91 0.12 - 68,68,68,68 0
56 MG AY 104 1/1 0.95 0.10 - 64,64,64,64 0
56 MG BA | 3254 1/1 0.85 0.23 - 79,79,79,79 0
56 MG CA 1820 1/1 0.95 0.24 - 43,43,43,43 0
56 MG D6 101 1/1 0.95 0.11 - 43,43,43,43 0
56 MG BA | 3115 1/1 0.96 0.08 - 61,61,61,61 0

6.5 Other polymers (i)

There are no such residues in this entry.
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