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This is a wwPDB X-ray Structure Validation Summary Report for a publicly released PDB entry.

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at

https://www.wwpdb.org/validation /2017 /Xray ValidationReportHelp

with specific help available everywhere you see the (i) symbol.

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

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

MolProbity : 4.02b-467

Xtriage (Phenix) : 1.13

EDS : 2351

Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)

Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.35.1
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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 3.40 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

Rfrec IS [r— 0.262

Clashscore - 39

Ramachandran outliers D 3.83%
Sidechain outliers N (7.4%
RSRZ outliers I 9.6%

RNA backbone IS | D .45

Worse Better

I Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution

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

R free 130704 1026 (3.48-3.32)

Clashscore 141614 1055 (3.48-3.32)

Ramachandran outliers 138981 1038 (3.48-3.32)

Sidechain outliers 138945 1038 (3.48-3.32)

RSRZ outliers 127900 2173 (3.50-3.30)

RNA backbone 3102 1006 (3.84-2.96)

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

Mol | Chain | Length Quality of chain
7%
_
1 AA 1506 20% 63% 16%
5%
1 CA 1506 19% 64% 18%
18%
|
2 AB 234 33% 53% 13%
19%
| .-
2 CB 234 32% 56% 12%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
4%
e ——
3 AC 206 28% 59% 2% -
8%
‘ ———
3 CC 206 28% 58% 13% .
5%
4 AD 208 — 31% 52% sw
21%
... ——
4 CD 208 31% 52% 16% .
5%
5 AE 151 29% 52% 19%
1%
h I
5 CE 151 30% 51% 19%
15%
6 AF 101 * 73% o% .
5%
_ .
6 CF 101 25% 65% 9%
30%
.. —
7 AG 155 43% 529% 5%
37%
.. —
7 CG 155 44% 51% 5%
7%
8 AH 138 — 33% 51% B 17—
5%
8 CH 138 T 52% B V17—
30%
= .
9 Al 127 36% 57% 6% -
24%
.. [
9 CI 127 32% 61% 6%
37%
L —
10 Al 98 31% 58% 10% -
31%
g — —
10 CJ 98 32% 57% 10% -
5%
11 AK 119 — 41% 46% 3%
8%
11 CK 119 — 39% 49% 3%
5%
_
12 AL 124 23% 55% 21%
15%
| ...
12 CL 124 22% 57% 20%
28%
..
13 AM 116 39% 55% 5% -
41%
] ]
13 CM 116 41% 53% 6% -
23%
. —
14 AN 60 35% 57% 8%
7%
e T
14 CN 60 33% 58% 7% .
%
15 AO 88 . 33% 52% 15%

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

Mol | Chain | Length Quality of chain
3%
15 CO 88 - 35% 50% 15%
7%
16 AP 83 17% 58% 23% -
30%
F -
16 CP 83 17% 58% 24%
%
17 AQ 99 = 38% 44% 17%
1%
17 CcQ 99 7 45% 16%
20%
| ..
18 AR 70 29% 60% 11%
5%
_
18 CR 70 27% 60% 13%
50%
1 — -
19 AS 78 32% 539% 14%
67%
1 — -
19 CS 78 37% 49% 12%
5%
20 AT 99 43% 42% 14%
25%
e
20 CT 99 39% 46% 14%
58%
e
21 AU 24 46% 50%
5%
e —
21 CuU 24 42% 54%
26%
— A
22 AV 43 16% 58% 5% 21%
28%
— I
22 ()Y 43 16% 58% 5% 21%
%
_ I
23 BA 2879 20% 49% 23%
%
23 DA 2879 .T 47% 25% 7
3%
24 BB 119 # 66% 17% -
3%
24 DB 119 -T 64% 18% .
%
25 BC 271 . 23% 56% 19% -
25 DC 271 24% 56% 18% -
8%
26 BD 204 22% 59% 19%
7%
26 DD 204 25% 55% 21%
27 BE 202 35% 47% 18% "
%
27 DE 202 34% 48% 16%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
31%
. ——
28 BF 181 30% 56% 14% -
32%
o ——
28 DF 181 30% 57% 12% -
35%
] ——
29 BG 159 35% 50% 14% -
5%
29 DG 159 35% 49% et
79%
e — ————
30 BH 145 23% 57% 19% .
34%
1 — —————
30 DH 145 24% 54% 20% .
76%
e —
31 BI 65 32% 17% 51%
37%
I —
31 DI 65 32% 17% 51%
%
32 | BJ 137 | ®mmr— 55% =
%
32 | DJ 137 | 5% —
33 BK 122 30% 49% 18%
%
33 DK 122 = 34% 46% 17%
10%
e
34 BL 146 23% 42% 30% 5%
10%
| ..
34 DL 146 21% 48% 24% 8%
5%
35 BM 136 % 54% 24%
8%
h
35 DM 136 23% 51% 23%
%
36 | BN 17 | = 579 S —
%
36 DN 117 IT 56% 26%
26%
I —
37 BO 98 21% 58% 17%
23%
I —
37 DO 98 19% 61% 16%
7%
38 BP 137 38% 39% 22%
11%
38 DP 137 33% 44% 22%
39 BQ 116 23% 50% 26%
%
39 DQ 116 . 23% 51% 25%
40 BR 101 29% 48% 23%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
3%
40 DR 101 24% 51% 24%
%
41 | BS 12 | ® o = ST
7%
41 DS 112 - 29% 52% TTlow
%
42 BT 92 : 28% 53% %
42 DT 92 32% 50% T T/
28%
43 BU 100 23% 48% 26%
13%
43 DU 100 25% 48% 24%
15%
44 BV 188 28% 57% T
%
44 DV 188 29% 57% L7 S—
7%
45 BW 76 34% 51% v
5%
45 DW 76 37% 50% BT
3%
46 BX 88 - 25% 45% 26%
3%
—
46 DX 88 24% 47% 27%
8%
h
47 BY 62 24% 52% 19% 5%
1%
| ..
47 DY 62 23% 55% 18% 5%
8%
48 BZ 59 36% 53% 12%
8%
48 DZ 59 — 41% 46% 14%
67%
—
49 B1 30 20% 57% 23%
37%
e —
49 D1 30 20% 57% 23%
15%
e
50 B2 52 33% 52% 13%
5%
50 D2 52 31% 54% 12%
89%
L aaa—
51 B3 44 41% 45% 14%
86%
L aaa—
51 D3 44 41% 45% 14%
%
52 B4 48 = 40% 44% 17%
52 D4 48 40% 46% 12%

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

Mol | Chain | Length Quality of chain
%
53 B5 63 24% 54% 19%
5%
53 D5 63 22% 56% 19% -

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-

Irla:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
54 MG AA 1621 - - - X
54 MG AA 1640 - - - X
54 MG AA 1642 - - - X
54 MG AA 1645 - - - X
54 MG AA 1661 - - - X
54 MG AA 1673 - - - X
54 MG AA 1691 - - - X
54 MG AA 1698 - - - X
54 MG AA 1700 - - - X
54 MG AA 1702 - - - X
54 MG AA 1718 - - - X
54 MG AA 1723 - - - X
54 MG AA 1747 - - - X
54 MG AA 1757 - - - X
54 MG AV 6302 - - - X
54 MG AV 6304 - - - X
54 MG BA | 3004 - - - X
54 MG BA | 3006 - - - X
54 MG BA 3019 - - - X
54 MG BA | 3027 - - - X
54 MG BA | 3060 - - - X
54 MG BA | 3072 - - - X
54 MG BA | 3079 - - - X
54 MG BA | 3084 - - - X
54 MG BA 3109 - - - X
54 MG BA | 3114 - - - X
54 MG BA 3118 - - - X
54 MG BA | 3149 - - - X
54 MG BA | 3163 - - - X
54 MG BA 3164 - - - X
54 MG BA 3172 - - - X
54 MG BA | 3178 - - - X
54 MG BA 3189 - - - X

Continued on next page...



Page 8

wwPDB X-ray Structure Validation Summary Report

4Vg4

Continued from previous page...

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
54 MG BA | 3212 - - - X
54 MG BA | 3218 - - - X
54 MG BA | 3219 - - - X
54 MG BA | 3225 - - - X
54 MG BA | 3226 - - - X
54 MG BA | 3267 - - - X
54 MG BA | 3272 - - - X
54 MG BA | 3275 - - - X
54 MG BA | 3287 - - - X
o4 MG BA | 3305 - - - X
o4 MG BA | 3308 - - - X
54 MG BB 205 - - - X
54 MG CA 1616 - - - X
54 MG CA 1639 - - - X
54 MG CA 1658 - - - X
54 MG CA 1668 - - - X
o4 MG CA 1685 - - - X
o4 MG CA 1691 - - - X
54 MG CA 1697 - - - X
54 MG CA 1704 - - - X
54 MG D4 101 - - - X
54 MG DA | 2940 - - - X
54 MG DA | 2972 - - - X
o4 MG DA | 2987 - - - X
o4 MG DA | 2999 - - - X
54 MG DA | 3030 - - - X
54 MG DA | 3033 - - - X
54 MG DA | 3043 - - - X
54 MG DA | 3055 - - - X
o4 MG DA | 3072 - - - X
o4 MG DA | 3078 - - - X
54 MG DA | 3080 - - - X
54 MG DA | 3100 - - - X
54 MG DA | 3101 - - - X
54 MG DA | 3105 - - - X
54 MG DA | 3115 - - - X
54 MG DA | 3119 - - - X
o4 MG DA | 3165 - - - X
54 MG DA | 3168 - - - X
54 MG DA | 3174 - - - X
54 MG DA | 3196 - - - X
54 MG DA | 3199 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
54 MG DA | 3209 - - - X
54 MG DA | 3222 - - - X
54 MG DA | 3226 - - - X
54 MG DA | 3229 - - - X
o4 MG DA | 3235 - - - X
54 MG DA | 3246 - - - X
54 MG DA | 3258 - - - X
54 MG DA | 3291 - - - X
54 MG DA | 3298 - - - X
o4 MG DA | 3302 - - - X
54 MG DA | 3312 - - - X
54 MG DA | 3317 - - - X
54 MG DA | 3324 - - - X
54 MG DA | 3325 - - - X
54 MG DA | 3332 - - - X
54 MG DB 215 - - - X
o4 MG DG 201 - - - X
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2 Entry composition (i)

There are 55 unique types of molecules in this entry. The entry contains 282142 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 ribosomal RNA 168S.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N @) P
1 AA 1506 32372 14409 5999 10459 1505 0 0 0
1 CA 1506 Total = C N O P 0 0 0

32372 14409 5999 10459 1505

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 AB 234 ’fgg?l 12013 3121 351)2 ? 0 0 0
2 CB 234 r‘lrgg?l 12013 3121 322 g 0 0 0
e Molecule 3 is a protein called 30S ribosomal protein S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 AC 206 ?Z’tlzl 1(?16 311]4 222 ? 0 0 0
s cC 206 ?Zi?’)l 1(?16 311]4 2(832 ? 0 0 0
e Molecule 4 is a protein called 30S ribosomal protein S4.

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

e Molecule 5 is a protein called 30S ribosomal protein S5.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
5 AE 151 1156 729 218 205 4 0 0 0
Total C N O S
5 CE 151 1156 729 218 205 4 0 0 0
e Molecule 6 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 AF 101 843 531 155 154 3 0 0 0
Total C N O S
6 CF 101 843 531 155 154 3 0 0 0
e Molecule 7 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7 AG 155 1257 781 252 218 6 0 0 0
Total C N O S
7 CG 155 1257 781 252 218 6 0 0 0
e Molecule 8 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 | AH 138 1116 705 215 193 3 0 0 0
Total C N O S
8 | CH 138 1116 705 215 193 3 0 0 0
e Molecule 9 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
9 | Al 127 1011 639 198 174 0 X
Total C N O
9 | O 127 1011 639 198 174 0 0
e Molecule 10 is a protein called 30S ribosomal protein S10.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
10 Al % 795 499 156 139 1 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

10 CJ 98 T709t5a l 439 1126 1(?39 ? 0 0 0
e Molecule 11 is a protein called 30S ribosomal protein S11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 AK 119 208? 1 55139 1128 125 § 0 0 0
1 CK 119 T80;§ 1 55119 11;5]8 1((?5 2 0 0 0

e Molecule 12 is a protein called 30S ribosomal protein S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR T HEEEEE
IR T HIEEKEE
e Molecule 13 is a protein called 30S ribosomal protein S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 AM 116 1;)0;;1 5(7]4 112\911 1(6)2 g 0 0 0
13 CM 116 1;)0;;1 5(734 115\)]1 1(6?2 g 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR HEEEEE
IR H IR ERE
e Molecule 15 is a protein called 30S ribosomal protein S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15| A0 i B ¥ ¥ ¥
15| <O i B ¥ ¥ ¥
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e Molecule 16 is a protein called 30S ribosomal protein S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 AP 83 T70()t fl 423 115\’319 1(1)8 ? 0 0 0
16 cP 83 T70()t fl 423 115\’3]9 1(1)8 ? 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
17 AQ % TSOQtZ l 538 1122 122 2 0 0 0
17 cQ % T802téiL l 538 1122 122 2 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR Y IREEEE
sk |y e | 0|0

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

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
20 AT 9 I;C)E;G;l 4(639 11(\3]2 1(2)9 g 0 0 0
20 CT 9 1;()551 429 11(\312 1(2)9 g 0 0 0

e Molecule 21 is a protein called 30S ribosomal protein Thx.




Page 14 wwPDB X-ray Structure Validation Summary Report 4V84
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
21 AU 24 209 128 50 31 0 0
Total C N O
21 CU 24 209 128 50 31 0 0
e Molecule 22 is a RNA chain called RNA (34-MER).
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
22 AV 34 719 323 125 238 33 0 0 0
Total C N O P
22 Cv 34 719 323 125 238 33 0 0 0
e Molecule 23 is a RNA chain called 23S ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
23 BA 2760 59440 26455 11114 19112 2759 0 0 0
Total C N O P
23 DA 2760 59442 26456 11114 19113 2759 0 0 0
There are 4 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment | Reference
BA 1142 U C conflict GB 46197919
BA 2825 U G conflict GB 46197919
DA 1142 U C conflict GB 46197919
DA 2825 U G conflict GB 46197919
e Molecule 24 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
24 BB 119 2551 1136 471 826 118 0 0 0
Total C N O P
24 DB 119 2551 1136 471 826 118 0 0 0
e Molecule 25 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
25 BC 271 2105 1329 416 357 3 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
25 DC 271 2105 1329 416 357 3 0 0 0
e Molecule 26 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
26 BD 204 1564 988 299 271 6 0 0 0
Total C N O S
26 DD 204 1564 988 299 271 6 0 0 0
e Molecule 27 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
21 BE 202 1587 1011 297 276 3 0 0 0
Total C N O S
21 DE 202 1587 1011 297 276 3 0 0 0
e Molecule 28 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
28 | BF 181 1475 943 268 260 4 0 0 0
Total C N O S
28 DF 181 1475 943 268 260 4 0 0 0
e Molecule 29 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
29 BG 159 1223 773 228 221 1 0 0 0
Total C N O S
29 DG 159 1223 773 228 221 1 0 0 0
e Molecule 30 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
30 | BH 145 1133 724 200 208 1 0 0 0
Total C N O S
30| DH 145 1133 724 200 208 1 0 0 0
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e Molecule 31 is a protein called 50S ribosomal protein L10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
31 | BI 32 o N 0 0 0
31 | DI 32 Dl N 0 0 0

e Molecule 32 is a protein called 50S ribosomal protein L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 BJ 137 ?gft;;l 7%7 21(\)15 122 2 0 0 0
32 bJ 137 ?gft;;l 7%7 21(\)15 122 § 0 0 0

e Molecule 33 is a protein called 50S ribosomal protein L14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
w o m [ TECN ol
w o | m | X O 0 [ 0 |
e Molecule 34 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 BL 146 ?itlil 682 21;17 1(9)3 g 0 0 0
34 bL 146 ?itlil 652 21;17 1(9)3 g 0 0 0

e Molecule 35 is a protein called 50S ribosomal protein L16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
35 BM 136 1118167?)1 6(838 21(\)14 122 § 0 0 0
35 bM 136 1118%1 6;]8 21(\)14 1(52 § 0 0 0

e Molecule 36 is a protein called 50S ribosomal protein L17.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
30 BN 17 960 599 202 159 0 0
Total C N O
36 DN 17 960 599 202 159 0 0
e Molecule 37 is a protein called 50S ribosomal protein L18.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
37 | BO 8 771 486 154 131 0 0
Total C N O
37 | DO 8 771 486 154 131 0 0
e Molecule 38 is a protein called 50S ribosomal protein L19.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
38 BP 137 1144 713 234 196 1 0 0 0
Total C N O S
38 bP 137 1144 713 234 196 1 0 0 0
e Molecule 39 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
391 BQ 116 953 601 201 150 1 0 0 0
Total C N O S
391 DQ 116 953 601 201 150 1 0 0 0
There are 2 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment | Reference
BQ ? - PHE deletion | UNP Q72L76
DQ ? - PHE deletion | UNP Q72L76
e Molecule 40 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
40 BR 101 779 501 142 135 1 0 0 0
Total C N O S
40 DR 101 779 501 142 135 1 0 0 0
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e Molecule 41 is a protein called 50S ribosomal protein L22.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
W | om [T OO
4 DS 112 T809t fl 520 11;15 1%)4 2 0 0 0

e Molecule 42 is a protein called 50S ribosomal protein L23.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
42 BT 92 T702t(§L l 4§1 11;3]1 1(2)4 0 0 0
42 DT 92 T702t(§L l 4C711 11;3]1 1(2)4 0 0 0
e Molecule 43 is a protein called 50S ribosomal protein [.24.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR T HEEERE
s I I I N I R R
e Molecule 44 is a protein called 50S ribosomal protein L25.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 BV 188 rfzga; 9?0 2125 2(7)5 g 0 0 0
4 bv 188 112?21 9?0 21;5]5 2(’?5 g 0 0 0
e Molecule 45 is a protein called 50S ribosomal protein L27.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR TSR
15 bW 76 1;50(;6; l 3(7]6 11;16 1(82 ? 0 0 0

e Molecule 46 is a protein called 50S ribosomal protein L28.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
16 BX 8 695 435 141 119 0 0 0
Total C N O
46 DX 8 695 435 141 119 0 0 0
e Molecule 47 is a protein called 50S ribosomal protein [.29.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
47 BY 62 521 325 102 92 2 0 0 0
Total C N O S
4T DY 62 521 325 102 92 2 0 0 0
e Molecule 48 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
18 BZ 59 468 298 90 79 1 0 0 0
Total C N O S
18 bz 59 468 298 90 79 1 0 0 0
e Molecule 49 is a protein called 50S ribosomal protein L31.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
49 Bl 30 226 142 36 44 4 0 0 0
Total C N O S
49 DI 30 226 142 36 44 4 0 0 0
e Molecule 50 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o0 B2 o2 405 255 79 66 5 0 0 0
Total C N O S
o0 b2 o2 405 255 79 66 5 0 0 0
e Molecule 51 is a protein called 50S ribosomal protein L33.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o1 B3 44 381 235 77 65 4 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
51 | D3 44 Lol N o 0 0 0
e Molecule 52 is a protein called 50S ribosomal protein L34.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
e Molecule 53 is a protein called 50S ribosomal protein L35.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg
54 AA 163 163 163 0 0
54 | AD 1 Toltal N{g 0 0
54 | AV 4 Total - Mg 0 0
4 4
Total Mg
54 BA 408 108 408 0 0
Total Mg
54 BB 17 17 17 0 0
54 | BK 1 Toltal N{g 0 0
54 | B2 1 Toltal N{g 0 0
Total Mg
54 CA 140 140 140 0 0
54 | CP 1 Toltal l\gg 0 0
54 | Qv 1 Toltal l\gg 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
54 | DA 436 1};21 41\% 0 0
51 | DB 17 T‘i;al l\ff 0 0
54 | DE | Toltal N{g 0 0
54 | DG | Toltal N{g 0 0
54 | D2 | Toltal N{g 0 0
54 | D4 1 Toltal hgg 0 0

e Molecule 55 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroQOcc | AltConf
55 | AD 1 Total - Zn 0 0
1 1
55 AN 1 Total Zn 0 0
1 1
55 D 1 Total Zn 0 0
1 1
55 | CN | Toltal Zln 0 0
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16%

in grey.

63%

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

wwPDB X-ray Structure Validation Summary Report

20%

ribosomal RNA 16S

4%

electron density. Residues are color-coded according to the number of geometric quality criteria
the sample, but not in the model, are shown

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and

3 Residue-property plots (i)

for which they contain at least one outlier

Page 22

in

e Molecule 1
Chain AA

9TV
SO
vin
€10
i
T
otV
6D
8V
LD
9D
sn

LETO
9€T0
SETD
TETY

CETD
TETD
0ETY

8CTH
21D

€210

1210
0TV

M WON0DNDO —NMI WO N~ 0
OO0 O0O0O0O = -
el s R e e R e ]
VVVLVVUIDVVUDB <D

(495
TOTV
660
Len
96D
S6D
€6n
26D
160
06D
680
880

8N
v8n
z8n
8D
08D
6.D
8.LD
LLD
9.LD

€LD
69D
89D

vLSV
€LSY

RLDWIDE

0O
PROTEIN DATA BANK

W

erDe


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

4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 23

680

S8.LD

9€8D

7€80

€80
Tesn
0€8D

Lz8n
9280

i

T28d
0280

ST8V
v18v

1180

L

1610

T6.LD
06.LY

0€6D
626D
8269

L06Y
9069

%060
€069

TO6V

868D

968D
568D

€680
268V

3

€880

788D
088D

818D
1180

§.80
.80

698D

1

S98V

€980
2980

€E6D
TEBD
T€6D

501N

L

€20TD
2T0Td

LT0TD
9101V
STOTY
vr01V

11019
0T0TH

S00TY

200TD
T00TH

V866D
Le6n

766V

ze6Nn

® 91110

2322

980TN

Z8TTD

08TTV
6LTTV

67110
8¥110
LYT1D
OVITY
SYT1D

€VTTD
(42595

8CT1D
LTT1D

STTIn

€TTTV
(44350

011D
6TTTD

€210

12ed
02ZTH
61210

L1210

-

€1CTY
[42491

0TZ1D

80CTD

66TTN
86TTD
LBTTD

|

€921D

1921V
® 09210

=

€CETD

99CTY

%9210
€9CTD
[41aa
1821V

vzin
9%C10

i474%)

G9ETD

® €9ETV

Y9ETD
T9ETD
09€TV

8GETN
® LSETV
9G€ETD

F

TSETD
TSETN
0SETY
6YETY
® 8%EIN

SveTn
YveETD
EYETD
TYETD
e
0veTY
6EETY

9€ETD
GEETD
YEETD
EEETY
CEETY

0€EETN
B6CTETY
8CETD
LTETD

T2ETD

B6IETY
8TETY

9T€TD
STETN
YIETD

TIETD

9EVIN
SEVID
VEVIV
EEVIV

T€710
0EVTO
62%T0
8CYTIV
L2v1n
92ZHTO
STyIn
iZ44%)
€Y1
(44745

(4745

8TVIV

ETVIV
¢I¥10
11710
0 ﬁm.ﬁ D
homﬁo
€0%TD
201D

00%1D
66ETD

LBETO

S6ETO
v6eTV

CTBETD
T6ETN
06€TN
68ETO
88ETD
LBETD
98ETH
S8ETD
¥8ETD

T8ETD
T8€TN
08€TN

LLETY
9.€T0
SLETY
vLETY
€LETD

60STD

LOSTV

S0STH

TOSTO
00STV

L6%1D

® T6%IV

061D
68710

L8V1D

8%1TN

6.%10

cLyIn
TLY1D

8971V
L9%1D
99%10
S9%10
¥ov1d

T9%1D

6S%10
SSPTD
¥Sv10
€SV1D

ribosomal RNA 16S

6%

@ TIS%IV

671D
8%¥10

TESTV

82S1TN

SCSTH
%2310

T2S1D
0231
6TSTY
8TIGTV
L1STD
9TSTD
STSTO

€TSTY

TISTD

e Molecule 1

64% 18%

19%

Chain CA

R LDWIDE

O

PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 24

(42

o9V

889D
18D
96N

in)
€8V
[4p)
TSy

670
870

97D

¥
€%0

(079)

8€D
LEN
9€D

oen
62D
8¢
x4

tae)
ven

{443
129
0ozn

9TV

vn
€1
i
T
otV

oo}
<

CETD

0ETV

8CTH
L21D

QMW
FTWONDNDOANMHWLONODO AN® __© OO 0N ©
© ©©OOOOKRNNKNNINNNNNNO®WO®MIN® W 0 0
o o Rl B e B B e o
DO OUD=IIDOOLLLLIDBDODL BWOLOLOLOLD

1210
0gTV
61TV
811N

9TTY

o000
-~
o
O

06D
680

s8N

z8n
18D
089
6.9
8LD
LLD
9.9

€LD
69D

19D
® 99

DI6TD
41610
aretrd
arern

a16Td
V161D

€910

191V
09TV

8STH
LSTD
9STH

{413 4
19TV
081D
(57434

S%1D
445
EVIV
(445}
15444

8ETH
LETD
9€TD
GETD

S92H

€92V
(414 4
1920

652D

8¥%20

iza g
S¥20

7610
€610
ze1n

T€ED
0€ED

92TED

veed
€2cen
[44°]

61€D
81€d
L1€D

3

eTey
[42°%]
T1€D

L0€D
90€D

voen

i
i

88TV

982D

v8¢H
€820

182H
082D

26€D
T6€D
06€0

TLED
TLED
0L€D

89€N

£9eY
29€d
19€D
09€Y

LS€D
9GeV
SG€D

[4siot]

0G€D
6VEV

95¥%D

9¢¥D
r4 70
{744
€T¥D
[447)

ozvn

S6€0
v6ed
€6eY

8250

92S0
SG2SO

2Tso
T2sD
(4} 4

L19D
918N
S19D

€190

867Y

® 887D
L8YY
98%N

78%D

8S%0

18S9
9850
S85D

28SN

6.5D
8150

LSV
€LSY

TS0
045D

895D

995D
S95N
%930
€95V

1980

199D
999D
999D

£G5SV

7SS0
0GSD

8¥%5D
LYSY
975D

€TLD

0580

£%80

LE8D
9€8D

7€80

2e8d
Tesn
0€8D

Lzen
9280
ST8D

T80
T28d
0280

S18Y

T6LD
06.LY
68.L0

G8.D
¥8L0
€8L0

08.LY
6.LLD

ozen
616V

L7169

ST6V

0762
606V

To6Y
006V
6680

9680

€680

T6esn

3

€880

6.60
8.6V

€169

0460

€26V

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 25

® S¥01D
® oIV
® €%01D

90TV
0%01Tn
6€0TD
8€0TD
LEOTD

€€0TD

YEOTV

0z0To
42010
VY2010
L2010

® S§2o1n
%201D
€20TD
(440} %]

LT0TD
9T0TY

Y101V

TT0TD
0T0TH

S00TV

200TH
T00TD

v66Y

ze6n
T660

886D
186D
986V

7860
€86V

90TTD
SOTTY
¥011D
€0TT0
COTTY

660TD
860TD
L60TD
96070

€601V
60TV
16070
06010
680TD
880TD

98070
S80TN
%8019
€80T0
280TH

6.L0TD

99070

€90TD
290TNn
T901D
090TD
630D
83019
LS0TD
95010

250TNn
ﬁmmﬂo
8%0TD
L%0TD

8¥T1IN

LYT1D
IVITV
SY110

EVTTD
(a2
T%110

SETTN

8CT1D
LZT1D

@ Sc1In

€CTTIV
[44 351

0ZT1D
6TTTD

® 91110
L]

Y1110

CI110
TTTTV
OTTTV
60TTD
80TTD
LOTTD

0€TTD

€2CTD

11445
@ 0221d
61210

L1210

(45450

[J54%9)

80CTD
L0219
9021
s02TNn
v0CTY

0021D
66110
86TTD
LBTTD

S6TTD
76110
€6TTD

T6TTV
@® O06T1D
68TTD
88TTV
® /L8T1D

¥8T1D

2811

08TTV
6LITY

LLTTD
9LTTV

2455

TLTTD
TLITD
0LTTY

S62TD
621D
€62TD
(41N
16219
062TD
68CTY
88CTV
18CTY
98CTY

LLTTO

o o

€LTTD
TLTTD
T.21D

69CTV

€9CT0

1921V
® 0921D
@® 68210

9521V

Y8210
€GCTD
[4stAan )
TSCTV
0821V

L]
PAZAN
9%CT0

¥%C10

]
® T¥Cid

]
6ECTY

LETTO
9€TTY
SETIN
vec1d
€ETTD
ceTIN
@ TETID

SYETN
¥¥ET0
EYETD
ZYETD
wemn
OvETY
6EETY

9EETD
SEETD
veerd
EEETY
CEETY

0EETN
6CETY
8CZETD
LCETD

STETD
veerv
€CTETH

12€10

6TETY

9TETD
STETN
Y1€1D
E€TETN

TIETD

60ETD

90ETY

€0€TD

00€TH
66TV
86210
L6210
96210

8TVIV
A4S
9T¥1D

ETVIV
[454%)
TI%10
[54%)
607D
80VTV
L0%TD

€0%1D
20%1D

00%1D
66ETD

LBETD

S6ETD
V6ETY

CBETD
TeeTN
06€TN
68ETD
88ETD
L8ETD
98ETH
S8ETH
¥8E€TD
€8€TD
T8ETD
T8€TN
08€TN

LLETY
9.eT0
SLETY
VLETY
€LETD
cLETN
TLETD
0LETD
69€T1D
89€TD
L9ETD

S9€TD

€9ETV

VoETD
TOETD
09€TV

8SETN

06%1D
687D

L8%1D

8710
08%1D
6.%1D

F

8971V
L9%1D
99%1D
S9PTD
7ov1D
€9%1D

19710

6SVTD
SSPTD
vSv1D
€SVTD

TSYTIV

67710
87710

9€VTIN
SEVTD
YEVIV
EEVTY
CEVTD
TEVTO
0€Y1D
62710
8CHIV
L2710
a4
sTyIn
442
€TVTD
[444%)

(442

53%

TESTY

82STN
LTSTO

SCST1D
%2310

0ZSTH

8TISTY
LTISTD
91STH

1SN
TTS1D

60STD
80GTD
LOSTY

S0STD

TOSTD

L6YTD

308 ribosomal protein S2

e Molecule 2

18%

13%

33%

Chain AB

o A
0.4
691
891

S9D
2L
€9

9G4
Sl
€94
[4°x|

® 6€1d
8ETT

SETY

62T
® 871d

9ztd

® <ctid

L

® 8I11
L1743

STTT

-

0110

80TI

€6A
(4N
Téd

984

1251
€1
® TL

@ 10CI

® L91d

® S9TA

® €974
[4°)%
T9TV

@ /\STH

GSTT

€914

0818

LY

SPTT
i4axt
€vTa

T71d

6ECTA

veed
£€TS

0gTA
62CA

seey
eed
€ecI
[44ay

6TCA

L12H

80CI
LoV
902da

® €02D

R LDWIDE

O

PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 26

308 ribosomal protein S2

e Molecule 2

19%

12%

56%

32%

Chain CB

® €Ll
® TL

0.4
691
891

S9D
¥ou
€9

®
[472%

O%H
6€1

LEN

fefoic

zel
T€A

(4

9¢d
SN

e
114
oca
® 6TH
e 81
LT4

STA
V10

11T

0 0
o

@ 6E1d
® 8ETll

o000 0
10
™
-
(=4

0ETYH
6214
® 8t1d

921d

1

[4q %S

8TTT
L1738

STT1

CITA

OTTd

80TI

6N
€6A
(43
T6d

o000 0
©
R
4

984

€81
284

081

® L.V

iZ5)

1814
08171

® LLIV

SLT4
vLIA
eLTY

LSTH

SSTT

6ETA

c¢ocd
T02I

308 ribosomal protein S3

e Molecule 3

12%

59%

28%

o
&
I[."1

14%

Chain AC

N M ©0 N~
© © © © ©
IQZ>I>I—'

654
894

~
)
=1

®

SGA
® ¥SH
]

{441
9D

38z
> <

SvA
¥va
€%

(s

8€YH

9ea
Sed
ve1
€€T

L]
TEH
0€Yd

*

eV
€CTA

=
N
mI

o
N
w0

~
—
[=}

®
oo
o < @o ~ -

90TA

€0TA

TOT1
00TV
66A

163
969
S6L

€63
(434

064
684
884

L]
98A
S84

€84
z8d

LLI
9LA
SLA

€Ld
(5}
TLY
0LA

® 89

® L61D

S6TA

€6TA

T6TL

® L0ZA

502D
7021
@ €0zd

® T0Zk
00Ty

e Molecule 3

86TA

30S ribosomal protein S3

R
m
—
X
[oe]
n
X
oo}
o~
X
0
—
O
@)
=
o=
o]
-~
o

7oA
EON
29a

09V
® 654
854
LSI
® 950

® o Oollmn $ v © @O = M W
ol S S¥eBg oL WL
e amx < S 3 =

0 ©
M M
[SN=]

© o o
N 20’) M M
5 - =

<
N
<

=N
R

ozs
614

L1d

€19
211

L

Ld
9H

2!

9CTy
S¢Td

€210

1344
0CTA
6114

9TTA
STT1
¥11d
€Ty
(435

80TN
L0TD
90TA

70Td
€0TA

R LDWIDE

erbDeBe

@ 1071
00TV

N 0 © N~ [
a O o0 <3
< X B O X =4

288
gmm

@ B
=

g

]
oo}
5}

~
~
=

9LA
SLA

€.d
T
TLY
0LA
69H

©
©
I>

® 997

CTLTY

69TV
® 891V

S9TL

O

€9TV

PROTEIN DATA BANK

W



4V84
15%

52%

wwPDB X-ray Structure Validation Summary Report

31%

308 ribosomal protein S4

6%

Page 27
e Molecule 4
Chain AD

394 TETH T02d e 791 STTH ° 89d Le7d
9T | ooea [ean e VLTS 9ETH
€9) 66TN 290 €CTH 067a 991 SETL

8CTA @ 86TA o1 [4qx:§ SON -

— N
© ©
=3
© N~
o N
o
H
[
© I~
o o
A
a A
[ ]
o
o N
o
as
N
)
-
<<

S8T4

654 STTH S6TY 851 CeTTh . 29V 0ETN
851 | we $6T1 X 154 8TTH £87H L 19k | 6Tl
154 SCTH ] 9 9sA o LIV o 28T o 1 8z1d
9gA zeTd 061a agy 9110 ° Hmﬁz LZIN
aqy 1ZTA 1 79k qTTYd 183 1
$Sk 0ZT1 €30 L pITe 8LTA
€90 L et 3814 zss €118 L oLna €211
zss 81Ty | w8Td 18d (439 9.1 zerd
19d LIV ® €81 0y TTIV e su1s 12T
Ceem | oevd [orna | 7LT1 zsd AA A
T8TH 8hY 6019 £LTM 5 6TTT
| | ° L eud 0sd 8TTI
8LTA ° TLTD | 6vd o .11
L oura 90TA 8HY 9TTL
9,17 £7H ® SOTA ° Lo) STTA
[aus [ | e 0TA ° [y
YLTT 6€d | gOIN £TTV
I N 8ek z0Ta [4351
L eud N 4 oﬂ mmE Wo mg 1173
® 8tk | soTA I I 665 z9T1 0 8ed ® 6011
| ued ° | eed TOIN |oew 80TV
9gH | €OIN £EN 1671 09Th 9ea
G mim o 2 A g =
£E0 16D ° yeA
zev <t . oosd 761 I 10 e €A €01
€0 N e 6ad o €64 9514 wn zen zo1y
o 08 | sed 1 | geTT TOTI
62d e T9IN m $SIN m I ® 00TA
I I ) 920 681 ® €374 ) 629 669
o seH e 88A TSTS o | szd 861
920 $6T I = o Wea QI [ | = Ley 169
e <au £64 A €29 o 8v¥IA A 9zd 96d
{24t 1 9574 = [4a) g8y o LTV = 4} | |
e € | §eTT 4 83 24! 263
ze 68L PSIN g e 0k | ess ° g €29 161
I 881 £aTy % e 611 [ % (72 061
] zs1s o) X o | oted €919 o) © T2Y [}
mS z8v [ | 1m = ° 083 oI I 1m w e o0zd 98Y
| 183 8¥TA . ° ° 614 ° . e 6 agn
)t 08a = e g 8.1 0%TA L0ZTA = ° [ |
| w1e 6.4 v o ¥14 | eeTH 9024 9B . 183
eT4 % £14 8ETA soza % 08T
SLd L€78 e ©ozI o STH I
€719 - ° 7L 9eTd ol gozn | o vI
D I = I o g1 | 20z 0 eT1 11d
v I i KRN -
0vTA = ° 1.8 [ | e 00z = £al SLL
1.8 [ | L0TA O (@) ° 0.1 TETH 66TN O < 0TI
a1 [ eon | oetd Y S = a1 _— . e ¢ g o1
[ ] o= L) o=
° 894 | ogeTT $02T M < ol 191 8TTA [ | M < °
191 vETa . goen = 904 1271 7671 = o0Ld
994 [ | 2021 ) O S94 9211 | g6T@ ° O 691

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 28

1

TGTT

30S ribosomal protein S5

671d
8%TA

STTA

(4749
70

e Molecule 5

6ETT
8ETY

11%

19%

+

51%

30%

Chain CE

i

69A

L9A
99K
SON

[4° 4
T9X

LS4

TSA
0S54

T7A

8ed

9ed

veA
€EA
TEA

62D
824

oo
)
o
oo

[443)

o000 [ ]
0 © )
- - =

v1a
€11

0T
61

9ETH
SETL

CETV

LTIN

+

€211
[44q5s

6111

L11a
9TTL
STTA

€TTV
(42!
1114

@® 60TI
80TV

€071
2oty
10TL

669

(458
e 161
06A

98Y
§8D
784

T84
08I

°
~
X
In-I

SLL

1

TST1

308 ribosomal protein S6

671d
8VTA

SV
YyIL

® Tl
1541

e Molecule 6

6ETT
8ETV
LETH

X

(o)}

X

m

~

o

N IR

O —
—~

=

i

o=

<

=

O

6GA
89D
28d
96d
@ §sa
45!
o 4
2SI

0G4

871
PAZ:S

SP1
44

s
ovA
6EX

LEA
9€Yd
@ SEV

€EX
ZEN

0gT
62Y
8cY
Lzd
921
SeI
445

cca
121

—
©
H

611

L18
9Tb
STd
4%

(4!

o000 oo
©
=

® TOTV

e 00 |
66V
861
L64d
96d

{438
T6A

308 ribosomal protein S6

88A

984
S8A
78N
£€8a
8y

6.1
8.4
LLY

SL1
v.a

e Molecule 6

9%

65%

25%

5%

Chain CF

oM
19T
094
6GA
89D
L850
96d
SSa
vau
€5V

0S4

8¥1
L9

SP1
v¥d

73

6EX

LEA
9€Yd
SEV

€ER
ZeN

0gT
62y
8¢y

91

ccd
121

611
810
L18
91b
S1d
Y11

21d
TN
011

g 0 oM~ 0
m>=H>

TOTY

® 66V
861
164
96d

L

308 ribosomal protein S7

{41
T6A

88A

984
S8A
78N

181

6.1

©
~
=}

[
0 o0 oy v ~
© OO0 ~NEN
SmEaM ad=se

e Molecule 7

—
5%

52%

43%

30%

Chain AG

® 98d

® TEW
0€I

121

® 8Ik

e 911
e gia
¥1d

TETH

921a

® ©Cl1

@® <CCIH

® 0CTI
6174

LTTY

ST1Y
74958
® €174

T11d
e OTTd

® 80TV
LOTY
90Th
SOTA

€0TM

® 661

960
S64
v6d

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 29

30S ribosomal protein S7

e Molecule 7

—
5%

51%

44%

37%

Chain CG

sva
4728

{4
TCA

61D
8TA

000000OCOCS
o S 10
® |00 00
<= >

911
S1d
1d

oty

[
10
©
<

9¢1d

Y211

CCTH

0CTI
61TH

*

STTH

€114

Tr1Y
0TTh

80TY
LOTV
90Th
SOTA

S6d
64

88d

98d

08A
6.4
8.4
LLS

SLA
2k

® 1.

e Molecule 8

2178

0STY

SYTV

(4745

0%1d
8ETA
9ETH
SETA
YETY

TETH

30S ribosomal protein S8

7%

15%

51%

33%

Chain AH

S9&
7ox
€91

094

691
8SGA

Ted

6CS
8cy
Lzd

e
0CA
6TA

©
I3
B4

LTL

SIN
71y
€11
(4%
T
011

61

LV

Sd

< © 0 o o0 0 O N~
PN N I EEE]
A A o > =] H 0

€L

™

YeTI

0ETH

SCTY

€214

1zra
0CT.L

8TTA

PrIL
€118

01TV
60TI
801D

Ll

00TI
664

LBA

V64

®
oD
=

S
&

@
<
Y

30S ribosomal protein S8

e Molecule 8

9%

14%

52%

33%

0 o0 o w
~ ® & ®
o> —

Chain CH

€91

o
©
~

651
854

954

67
874

SYI

0 O O o
o0 M S
Hoa < )

i

e
0ZA
6TA

L1L

SIN
v1d
€11

TIL
011
61

LV

Sd

]
&

€L
48
T

0ETH

821D

S¢Ty
izaa}
€274

T21a
0CTL

8TTA

ST1S
VIl
€118

1111
01TV
60TI

00TI

[
[}
I“’

LBA

764
€6A
264

68d
884

981

9.d

V.d

694

S9&
vox

30S ribosomal protein S9

e Molecule 9

6%

57%

30%
36%

Chain Al

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report
o @

Page 30

i
Eid
47208

T7A
071
6€D

S0Ta

€0TL
@ 2011
e 71074

164
961

€64

1

30S ribosomal protein S9

68N
884

98A
981
78y
£8Y4

181
08D
6.7

N IE -
e Molecule 9

€L

® 69D

61%

32%

24%

Chain CI

9C1Ss
SCTA

€2Td

TeTd
(ax:
61TV
8TTA
LTTH
9TTH

eTTd
(4951
1118

60TA

074

@ So01d

€0TL

® <2011

L6%

884

98A
S81
w8V

£8Y4
sy

o
@© ©
S H

6.1

9LV

YLI
€LD

T.S

69D
89D
L9D

308 ribosomal protein S10

e Molecule 10

10%

58%

37%

31%

Chain AJ

S9T

T9d
09y
® 6SS
84d

9GH

€4d

194
0SI

87l
L7d

o000
L)
a2}
=4

Qo - o
M mm
n U<

44

00000
~
[
<

@ 00TL
® 663
® 86I

v6A
£69D

T6d

680

ol
©
=

[
I
308 ribosomal protein S10

4239

10%

57%

41%

32%

e Molecule 10

Chain CJ

00TL
663
861

£69

—
i
[9p]
a
o
D)
+~
o
—
ey ~
—
=
@}
n
e}
e}
ot
—
[9p]
e
™

L

80

281

—
©
=1

0831

~
~
fan,

9LN

TLA

TLT
0.4
69N
89H

13%

46%

41%

15%

e Molecule 11

Chain AK

z9b

6SGA

LSL

0
0
IIX:II

N M
0
s 0

TS
0SA

LYA

s

8EN

9ea
Sed

€EL

0EA

82L

L
9N

ves
ey

TeI

o
I3
.1IIIII>-

viA
€10

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe



4Ve4

wwPDB X-ray Structure Validation Summary Report

o
w0 ©
S
H o

308 ribosomal protein S11

Page 31

STTd

T11d
0TTa

8011

90T

3

201D
T01S

660

€6b

164

88D
181
98D
S8y
78A

e Molecule 11

8%

13%

49%

39%

Chain CK

LW

SLA

cLY
TLA

69V
89V
19a

oV
€971
[4<l]

634

LSL

SG%

[4p)
TS%

® <
) S
= ©w >

9ed
Sed

€EL

0EA

82l

9N

ves
eey
CCH
121

[=)
I
I>‘

[ ]
814

ST1d

N
i
[9p]
=}
e
)
e
o
—
o
—
=
e}
n
o
e}
o
—
[9p]
jan]
[ap)

T11d
orTa
60TA
80TI

907X

i

(405
T0TS

660

S61

164

889
181
98D
S84

e Molecule 12

21%

55%

23%

5%

Chain AL

.
.z

[
o
©
=

299

L]
09L
691
894

GGV
¥SA
€94

=
wn
I'-II

675

[ < w0 o N~
Ny < & &
.>I°"‘=“"I

N M 0 © N~ 0
® M M momon
MMI>UI—‘>

D O
IS
< A

+ w0 ©0
[N
[SI

€CTA

1143

LTA

AL

oo
=g

9114

14958
€111

T11d
OTTY
60TA

LOTV
90TV

€0TA

014
00TA

86H
L&
964
69

261
T6a

D O
0 O
=X

Z8A

08s

LD
9.1
SLN
Y.LH

0Ld

e Molecule 12

894

308 ribosomal protein S12

57% 20%

15%
22%

Chain CL

S
9€0
SEA

M g W o @ o o o
AN K3 N ® M 0
] < /A ~oe

—
N
w0

8b
LN

e Molecule 13

¥d

LTTY

ST

€CTA
cTT
TCTL

6TTA
8TTA

911y

€T
[A9%"S
T11d
OTTX
60TA

L0TV
90TV

€0TA

ToTH
00TA

86H
L6A
964

76D

261
Tea

D O
0 O
=X

oel
Q
I"‘:

S84

Z8A

308 ribosomal protein S13

08s

LD
9.1
SLN
Y.LH

0Ld

894

5%

55%

39%

28%

Chain AM

0LT
693
89D
193

0Td

1.4

30S ribosomal protein S13

e Molecule 13

.

6%

53%

41%
41%

Chain CM

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 32

89D
194
991

LN N ]
o
]
<

o0 o oo
~
N
X

9LV

T.d
0.7
694

e Molecule 14: 30S ribosomal protein S14 type Z

® T9M

65V

8%

L84
9GA

¥9d
€491

6VH

LY

Svd

)

57%
o

8€D

9€4

zes

35%

23%
e Molecule 14: 30S ribosomal protein S14 type Z

91

Chain AN:

7%

58%

33%

17%

Chain CN:

TOM

L]
65V

194
9SA

¥9d
€91

Ly1
ovd
SvY

£%0

0¥%d

8€D

9€d

ek

ol een |

e s
188

624

120
9cd
SCTA

€2H

e Molecule 15: 308 ribosomal protein S15

TCA

614

L18
@ 914

e ¥id

B e R ] ~

15%

52%

o - 0 ~ © [S]
< 3 4 = oA

33%

%

Chain AO: ©

eL
€94

199
09A
6

961

VAL
€GH

TSH
0SH

©
N3
4

9YH

8zb

~
©
=1

e Molecule 15: 30S ribosomal protein S15

3

0.1

894

991

15%

50%

i

35%

3%
Chain CO: -

794

19D

09A

9581

VAL
€SH

TSH
0SH

0
<
le

9%H

ev1

[47:

8€Y

9€I
SEY

181

e Molecule 16: 30S ribosomal protein S16

81

3

181

23%

58%

L

17%

7%

Chain AP:

® 6SM
8GA
LS4

SGYH
54

2sa
TSA
08y
691

9vd
SPL

547208

® 1¥d

6EA

LED
9€I
SeER
veq
€E1

62d

Led

scy

TCA

8TYd
LTA

)
=
=%

€TH
(45}

D E

O

R L DWI
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

e2Bs
o> g

Page 33

SR
R

e Molecule 16: 308 ribosomal protein S16

T4
oLy
69L

L9L
99d

24%

58%

40%

17%

Chain CP:

® SS¥
e %S

o000 o000 o
<
~

4:li]
784

6LA
81D

S.4

€LT

e Molecule 17: 30S ribosomal protein S17

T4

® 0LV

890a

99d

® S9b

7oV

17%

44%

38%

693

¥9d
€94

091

%90
€91

TSK

L%d

SYH
44l

{4723

(072’8

8€Y

9€1

cex
1€1

6CH

Lcd

[re)
N
i"‘l

0zl

o
=

o m w

001X

861

€8a

Z8H

e Molecule 17: 30S ribosomal protein S17

08)
6.8
8.4
LLA

©
~
=

PL1

cL
TLd

16%

45%

o
3]
=

38%

11%

Chain CQ:

8€Y

9€T

£ed
cex
1€1

6CH

Lcd

sy

8TL
LT
9Th
ST
42!

11%
o

Q
o

60%

29%

20%

e Molecule 18: 30S ribosomal protein S18

Chain AR:

6.1
8.1

9.1

X
Mo

0LI
69L

991

€9d
¢94
%
o9V

891

9GL
SGY

€94

19T
0SI
693

L1

1
€vd
(44
52

6EA

LEA

SeY
428

T€T
0oea
624

129
921
STl

€eH
[44\

614

13%

60%
RLDWIDE

erbDeBe

O
PROTEIN DATA BANK

W

27%

e Molecule 18: 30S ribosomal protein S18
6%

Chain CR:



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 34

1

6.1

LLD
9.1

¥4

I
5
ISI

0.1
69L

9971

€90
c9d

(024

891

~ 3] n © N~
vy It} 0 0 1o
= ~ ARl

)
NA
X

Lyl

6T

e Molecule 19: 308 ribosomal protein S19

14%

53%

60%
[ °

32%

Chain AS:

[T} o<}
— o

LN N ]
ol Ne)
oo
[

(X ]
s

el

°
o =
()
P

et
021

8T

911
ST1
V1H

c1a

e O0Td

D
—
N
-
or—
O
-
]
b
o
—
£
m
e 18 s
® 08k 3
e 6.1 —
P =
°
° (ap)
e ©ud ..
e £ w
e T
-
o =
® 69H o
Jl
[} o
® 99K
son =
0 °

12%

49%

67%

37%

Chain CS:

€9L

(a8
6EL
8€S
LeY
9€Yd
el

°

-
@
=

e Molecule 20: 308 ribosomal protein S20

14%

42%

43%

5%
Chain AT: -

084
6.4
8LV

LY

® TL1

69D
893
L9V

SO
e %90

291

093
65V

9SG

€41

14t
¥T1

9TH
STY

€11
(434

6N

201D

00TI

86d
L6V

S6v
eV

161
060

88A

984
S8

288

e Molecule 20: 30S ribosomal protein S20

14%

46%

39%

e}
00
I>I

25%

Chain CT:

cL1

0Ls
69D

L9V

So%
® %9a

291

093
63V

LN J [ ]
©
0
IIII:: IIII

(X )
[
0
=

Svh
441
® E£¥%1

oA
oy
6€)

LES
9€T

€ET
CEV

i£4!

[
SRS TR o
Rl ] I3
IIII“ »JIIAﬁ = IIII}“II‘:

®
o
=

e 2010
o 101D
e 00TI

L6V
o 969 |
® S6v

76V

e 161
060

984
G8IW

288
8
084

8LV

e Molecule 21: 308 ribosomal protein Thx

©
~
<

D E

O

R L DWI
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 35

58%

50%

46%
0000000O0COC

.
s
II-.

Chain AU

Sey
144

{44

8TA

STY

<
3
I3

o
-
X

(X ]
o
-
lm

e Molecule 21

Q
~

308 ribosomal protein Thx

54%

54%

42%

Chain CU

RNA (34-MER)

e Molecule 22

R

—

o

R

n

R

[ee]

n
R
o
o

X

©o

—

)

o=

o]

mmw

91Z9N
ST290
%1290
€129V
21290

6619D
86790

9619V
S6T9D

RNA (34-MER)

€6T9N
26199
T6T9V
06T9N
68T9D
88T9D
L8T9V
9819N
398790
7819V
€8T9D

e Molecule 22

819D
08T9N
6,190
8LT9V
1,790

R

—

o

R

n

R

[ee]

n
N
0
o

X

o

—

=

o=

o]

mmw

91Z9N
ST290
%1290
@ €129V
@® <Z1izon

@ 86791

9619V
S6T9D

23S ribosomal RNA

L]
€6T90
26199

@ T619v
06T9N

88T9D
L8T9Y
9819N
98190
7819V
€8T9D

e Molecule 23

819D
@ 0879n
6,790
@ 8LI9V
LL790

i

590
YoV

290
199

23%

PACH]
98V

TS
0sn
67V

Ll

€%D
152

6€D

49%

€eN

20%

2%

Chain BA

(445

dLeTD
V.ETD
9ETH
SETD

€ETD
(435

0€TD
621D
821D
LTTY

445}

L1TD

oen
68D

989

189

6.0

LLD

€TCY

TI2V
012D
602D

LoTy
9020

L

102D
00zn
66TV

T6TV

€910

TSTD

SP10

910
EVTO

S0.2D

7€CD

2eTd
T€TD

Lzey
922H

1

O

R LDWIDE
PROTEIN DATA BANK

W



4V84

wwPDB X-ray Structure Validation Summary Report

Page 36

L8¢eN

veen

T78€D
08eN

8.L€0
LLED

SLED

TLED
TLEY
0L€D

¥9€0
agoed

J€9€D
dE9EY

TS€D

Svev

7ved

€%€0

0veY

LEED
9€ED

TEEY

8zen

L

ey

99%V

85¥D

EVPY
(44745

9¢SV
Sesn

6180
819D
L1890
918D

YISV

1150

20SV

005D

867D

967D

€679
[43541

+

L8%D

S8%0

(45544

965D

630

1

065V

885N

989D
%830

183D

LLSD

6950

L9GY

798D
095D

965D
vssn
€680

0§89
675D

SE€SD
vesn

899D
1590

vson
€590

169D

679D

Ly9D

S¥90
¥hov
£Y9Y

990

6€90

9€9D
SE€90
%€90
EEV

1190

46099

809Y

92TLD
STLD
vTLn

TTLY

0T.Ld
6T.LD
8TLY
LTLD

STLD

80.LD
L0LD

S0LY
%0.LD

[4k]

669V

L
I

969D
S69D

£690

069D

889N
189D

7899

6.L90
8190
LLOV

SL9Y
.99

L9

*

9999

€999
2999

6590

2T6LD
T6.0

68.LY

—
[J
~
<

LLLY
9LLD

0LLD
69.D

PoLY
€9.D
9.0

8S.D

%50
€80
CTSLY

0G.LY
6%.L0
8¥.LD

9.0

ov.L0

SeLY
veLy
€ELD
CTELD

0€LD

8CLD
LoLy

9%80

€%8D

08D
6€8N
8€8D

Lz8n

§28D
ey
€28

1180
9180

808D

€080
208y
108D

86.D

96.0

¥ced
€260

3

816V

068Y

988D

9860

¥86Y
€86V

086V

8169

9160

€L6Y

6960

1,960

€960
2969

096V

L36Y

9960
796D
€96V
(430

6760

L%6D
976D
Sv6V

£ven
(4740

L

8€6D
Le60

S€60
7€6D

8269

S¢60

SYOTV

%010

L20TY

61070
81010
L10TD
910D

200TD
TOOTY
0001V

€170

TTT1V

@ 9S0TD
SS0TD

T9T1D
09TTD
6STTN

ZST110
TSTID
0STTID
6711D

9VTID

a4

LETTD
9ETTH

€ETIN
CETTY

(434 %]

602TD

L0210
9021H
S0TTN

€02TD

00210

86710

96TTD

veTIV
€6TTD

68TTV

L8119

S8TTD
¥8T1D
€8TTD
2811V
18110
08TTD
6LT1TD

Y0ETD

F

00€TN
66CTD
86210
L6210

€6CTD
262N

§8CTH
v8CTV

z8T1In
821D

9,21V
SLTTY

O

R LDWIDE
PROTEIN DATA BANK

€210
TLTTY

89CTV
19210
992T1H
S9TTV

€9210

L5210
95219

0821H

Eizas)
j4z4%)

cveTy

6ETTD

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 37

9¥ETD

CYETY

B6EETD

LEETD
9EETY
SEETN

EEETD

TEETV

LTETD
9zeTNn
GCETD

TZETV
0CETD

8TETD

STETD

cIeTN

80ETY

62¥TD
8¢¥10

@ 0zZ¥In

8THTD

STPIN
2545
€I¥1D
4544
12542

80%T0
LO¥TO
90%1TNn

%010
€0%TD

T0%1D

66ETD

b

S6ETY
Y6ETN

T6ETY
T6€1N
06€TN
68€TD
88ETH

06VTV

88¥1D
L8V1D
9871V
S8%1D
871D
€871D
T8%TN
08%1D
6.%1D
8LY1D
LLTTV
9LY1D
SLYTD

CLYTV
TLVTV

89%1D

99%1D

€5STV

0SSTD

8%STD

avsTod
9VSTV

st
0%S1D
6€STD
8ESTD

9€STV
® Sesin
[ ]

86%1D

LLSTD

9.STNn

GSSTD

V991V
€991D
2991D

65910
859910
L8910

S¥91D
7¥910

(4425

8€9TD

S9L70
¥9.L1D

[4734

09.LTV

%8L10
€319
CSL1D
1910

6VLTY
8V.L1D
LYLTD
9VLID

Zv.L10

SELTN
YELID

L

6CLTY
8CLTD

9TL1D

8TLID
LTLTD
9TLIN
CTLID
TTL1D
0TLTD
meﬁb
SO0LTD
%0L1D

€0LTD

£691N0

16910

689TV
889TN
891D

S89T0
%8910

8¢8TH

928T1H
SC8TV

818TN
L18TD
918TD

71819

CTI8TY
1181D

608TV

L08TD

70810

66.LTD

S8LTV
v8LIV
€8LTV

08LTY

L9L1D

968T1D
S68T0
¥6810

7881V

28810
18810

TL8TV

298T1D

6981V
8981H
1881H
99819
99819
7981V

25810
18870
0S81H

8¥8TYV
LY8TV

S¥81D

0€8TD

29610
19610
0961V
6S6TD

2961V

8¥6T1D
L¥61D
ov61Nn
SY61D

Zv610

9E6TY
SE6TD
€610

CE6TY

[441 5]
T261D
02610
6T6TV
8T6TV
L1610
9161V

71610
€161V

60610

9061
S067D

L202D
9202d

12020

STOTY
4194

%002
€002

88610

7861D

61610
8L6TV
LL6TY

€L6TD
TLETYV

6961V
89610

68020

€802
80Ty
18020

8L02D

9,020

v.,020
€L02D
TL0TH

0,029

8902n
19029

§902D

LS0CV

§502D
vsocy
€502
2502

0502D
mwmwc
9%02D
S%02D
v702D

0%02d
6€02D
8€0CH

SE0TD
€020

Teocy
0€0TY

9072
S0T2D
7012
€0T2D
zoren
T0TZH
0012

86020
16020
96020

602D
€602

16020
06029

012ZH
60220
80zTn
L0220
90220

6612V

Leten
96120
S612D
¥612H
€612

1612D

88120
812D
9812ZH
S8T120

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 38

¥8¢ed
€822

8.Lzey
Hka43)
9,229

2x44 1

1,229

¥922d
€922D
cozTen
19220

6522
8522D
L5zen

€922
(451443

8%2¢ed

3
i

€vcen

13744
0¥%ced
6€TTD

9€TTD

vecTd
€€cen

1€
0€2TH

vceed
6122
812CH

912Cd

vveen
£¥eTd
cveed

6EETD
8EETD
LEETD

SEETY

EEETY

T€€TH

62€TH

vceed
€TETD

8T€TH
L1€2D
9T€TD
GTETD

€1€2D
zreen
TTECY

80€TD

125441

60%2H
80%2n

702D

Toven
00%2D
66€CD

96€CD
S6€TD

£6€TY

8€2n
98€TD
S8€TO
¥8€2H

L

08€2D
6.ECD

LLETY
9.LETY

¥.€2D

TLETD
ﬁNMNu
L9€TH
99€TY

%9€2d

b

09eey

Lseen
99€2D

€G€TH

TLYTD
TL%CD

L9%20

S9%20

zoven
T9%2D
09%en
6372y
89%2¢D

95%2D

¥sved
£5¥CY

155441

6vv2n

LY%TD
9%¥2H

4444

LEVTON

SEVTY

155440

8¢¥%TH
L2%20
l474 )
14741

eeven
zevey
13424
(4749
6172

L1%20
91¥%20
ST¥CH

€T¥2H

TESTY

6252D
8zsen
,TSTD

S2STH

€2S2D

[4:140)
61520

915CH

€152D

11520
0752D
6052

T0S2D
00820

86%¢D
L6YCY

S6%CH

863V

§652D
76520

2692
16520

88929

£€892¢H
289¢H
18929

L.LSTY

S.S20

gLsey
TLS2D
0.529

89920

9992V

Y95CV

Nwmub
85920
L1552
9552

S852n

T8S20

Lgsen

SESTH

G592

05920

67920

9%92d

T¥92D

6E9TY

€€92D
TEITY
T€9TH
0€92D
6292V

1292H

§29TH
7292

2T9Td

0292d
61920
81929

60920

8cLen
LT.,TD

(k4 |

€TLTD
ecTLed
TeLev
0zcLen

8TLTD
L1.2D
91.20

TT.L2V
0T.2D

80.2D

90.2D

70.2D

coLen

96920
$692D

26920

91920
SL92V

€L92D
¢L9TD

19920
99920

©..2D

TLLTD
0.L.2D
69,20

19,20

S9.2V

Lv82n
982D
S%82H

€%82D
Zv8eH
982D

6€82D
8€8TH
LE8TH

SE8TY
¥€82D
€€8CH

0€8ZH

[4:1414

61829
8182

91820
S1820
%1820
€182V

T182H
0182V
6082V

® L08ZH
$S0829

2082D

Lelen
S6.TH
76,20

® .Lé8tn
@® 96820
o
[
€682
o zeszy
16829
68820
88820
18820
§882D
788zn
€882V

08820
61820

9,829

v.820
€182V

23S ribosomal RNA

04820
6982
898CV

e Molecule 23

9982N
§982n
79820
£€982D
982D
T982H

§582D

5%

25%

47%

19%

2%

Chain DA:

YoV

En)

750
€SV

T80
0sn

e

w0
0D

8€EY
LED

S€D
€0

N M
M o
(o=

~
o
©

sen

44

3

L1D

SO

eTv
e 2in

® 01D

N~ o o
IO<D

V.ETO

€ETO
CETD

011D
601D
801N

901D
S0T0

€0TV

T0TD

D
o
=1

7o
[
..|I(J IIIIII

D O
0 O
(L=}

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 39

112V
0720
6020

96TV

161V

981D
810
%810

81TV
081D

8.1
LL1D
9.L1D

¥L10
€LTD

TL1D
S91N
vo1n
910

€STD

8%1D

9¥ID

E€VT0
(445

oLz
40,29

d0.Lev
voLey
69zn

992D

%920

092D
632D

98ey
Eista
752D

052D

9%2d
SH2H

even
[4743)

8€TO

seen
¥€T0
€ETY
TETH
TETD

Leey
92ZH

veed
£eey

Teev
0zzd
612D
812V

S12H
454
€12V

Soen

£0€N

1620

ommmo
0€.L2D
g4e.2d
VeLTD

TLTD

e arlzn
0T.LTD
a1.20
viLen

A0.2D
X0.2D
M0LZD

£oLzd
10.20
HOLZD

F

6€€EN
8€ED

(45544
TEEV

vzey

ozey
6T€D
8T€D
LT€D

STE€D
vrev

TTEY

0TEY

L0€D
90€N

8v¥N
LYYV

(44720
157471

i

E€EVD

TEYN
0€7D

444

(44414

+

180
015D

@® 80SD
LOSV
9059

L8%0

S8%0
i

9.%D
SLv0

89%D

29%0

957D

il

(415

%.90

CTLSY
TLSY

998D

€999

199D

655D

965D
¥ssn
€680

065D
675D

SE€SD
vesn

gesn
j£4=

029D

815D

9150

iax14
€ISV

9€9D
SE€90
7€90

TEV
0€9D
629D
829D

929N

%290
€299
2T9d
TToV
029D
619D
a819d
¥819D
L19D
919V
ST9D

2199
1190

46099

809V

9090
5090

0099
669D
865D

965D

06SY

189D

989D
7830

185D

8.LSV

2690

889N
1890

789D

0899

8190
LLOY

+

1990
9999

€99D

0999
6590

® S¥9
YoV
EVOV

1790

6€£90

99.D
S9.LD

€9.LD
9.0

9G.0

%9L0
€9LD

TSLY

9L

[}
<
~
(&

]
<
~
(&

g

8€.LD

8TLD

9CLD
S¢TLD
vzLn

L

6T.LD
8TLY
LTLD

STLD

600

SOLY
70.LD

20LD

0€89D

€289

L7180

£780

808D

9080

o8y
£080

96.D

£6.LY

68LY

8LV
08.L9D

8LLD

9LLD

CTLLD

0LLD

868D

068V

9880

€80
€€80

TE8D

€960
2969

096V

Lg6N
9€60
SE6D

€160
2160
T16Y

67010
8T0TD
L1019
9T0TD
GT0TD

€T0TD
grotn
TT0TD

600TV
800TD

900TD

€00TD
2001
TOOTV
0001V

6660

266D

886Y
1869
9860

786V

8169

9.60

V.60
€L6v
CL6D

0460
6960

9969
S960

@® 92010

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

=
—
@}
o
Q
o'
>
—
<
g
=
=
[9p]
e
.8
=
g
G
-
<}
—
=
-
]
=
—
+—
[9p]
z
D
=
/M
a
[al
E
=

Page 40

6711D

9%110

9ETTD

€ETTN

LTTTD
9TT1D
STTTD

€111
CITID
TTT1V

60710
80TTN
LOTTD
90TTH

€TeTV

YeTIV

¥8T1D
€8TTD

i

T8TTD
08TTD

€LTTD

TLTTD
0LT1D
69TTD
89T1D

99110
S9TTN

€911
2911
T9T1D
09TTD
6STTN
8ST1D

SSTTV
¥ST1D
€STTID
CST10
TSTTD
0STTD

821D

9.1V
S.2TV
j2Xaa
€210
2.L2TV

€9211

19210

85CTD

9G2T1H

eveTd
(474941

oveIn

€ETTID

TETTD

cveETV
T7ETN

6EETD

LEETD
9EETY

EEETD

9zeETN
SCETD
¥ZeTd

0ZETD

cremn

80ETV

90€TD

70ETD

COETY

00€TN

86210

S62TD
v6cIn
€62TD
[4:1an|

16210

¥0%10

T0%1D

66€TD

LBETN

Y6ETN

C6ETY
Teetn
06€TN
68ETD
88ETH
L8ETD

€8€TD
28ETH
T8ETH

8LETY
LLETD
9LETD
SLETD
vLETD
ELETY
cLemn
TLETD
0LETD
69€TD

LOETY
99€TV

¥9€1D
€9€TD
C9ETD

9YETD

79V10

[4°i4%)
T9%1D

LSPTY
9S¥T1D

ySvin
eida
13145
08710
67710
a6vTv
87710

igd)
SPPID
avvIv

(4445
134425
(%A%
BEVTY
8EVTIN
LEVTID

SEVTD

eevIN
(4545
TEVIN
0EVTD

8TV
LTV

{445
14445

(44495

® T1Zv1d
(47490

L2STH

16710

0671V

88¥%TD
L8%TD
98YTV
S8%TH
¥8%10
€8%TD
8710

6.%1D
8L%1D
LLTTY
9.L%1D
mhmﬁu
TLYTIY
TLYTV

6971V
89%10

99%TD
S9%TD

¥6S1D
€6ST1D

T6STD

S8STD
€831V
28STD
T8STD

3
i

LLSTD

F

L9STV

S9STD

99ST1D

€SSTV

TS8ST0
0SSTD

8¥S1D

avs1d

01D
6€STD
8E€STH

® 9esTv
® Sesmn

TESTO
0ESTH
62STV

97910

Zv91D

8€91D
LE9TY

0€9TH
629TN

291D
929T1D
S2¢9TD
%2919

2TOTHD
12910
0291
61910

9T9TV

€T91D

L09TD

96STV
S6STH

€0L1D

0047V

9691D

26970

78910

28919

€910

t
3

991D
19910

SS9TV

L6L1D
96.10

v6.L10
€6L1D

Y8LIV

69L1D

L9110

COLTV

19410
09.LTV
B6SLTYV
85LTD
15,10
9SL1D

vSLID

6YLIV
8¥.L1D
PAZAS)
9%L1D

TYLID

SELTA
YELID
€ELTD

6TLIV
8TLID

Nwmﬁo
6581V
85810
L5819
95819

7581V

[4si:3%)
T88TN
088TD

LY8TV
S%81D

€%81D

781N
0¥81D

8€8TD

9€8TD

0€81D

8¢8T1H

72810

[44°39)

6181V

91819

18TV
ﬁamﬁo
908T1D
S08TN
70810
€081V
2081V

66.LTD

9€6TV
GE6TD
7€61D
€E6TD
CTEBTY
TEBTN
0€6TD

8CT6TY
LT6TY

2610
€610
2TeTH
1261
0261D
6161V
8161V
L1610
9161V

(4534 4

60610

90619

L6810
968TD
S68TD
76810
€68TD

0681V

98810
S88TV
88TV

881D
78810

TL8TY
TL8TV

€98TD

T00TY
00029

76610

88610
1861
9861V

861D

6L6TD
8L6TV
LL6TY

GL6TD

€L6TD
TL6TY

896T1D

29610

656TD
85610

S56TN

€961V
TSIV
9610
086T1D
6¥61D
8¥61D
L¥61D
9¥61Nn
S¥61D

LS0CY

vsocy
€502
[4s(043)

8%02D

9%02D

702D

Tvozn
0%02D
6€02D
8€0TD

veozn

Teocy
0€02Y

pr4v4)

§T0Td
7202

12020

6102V

ST02V

€102V
2102D
17020

90020
S002Y
70029

20029

R LDWIDE

O

PROTEIN DATA BANK

W



4V84

wwPDB X-ray Structure Validation Summary Report

Page 41

| Lseen 81€2d | (4444 I 6292Y [ sesen | 8.V I | wesen
° 95229 LT€2D 08€20 | 82920 16929 95.20 £882Y
° | ggzTy 97€20 6L£29 3952V 12929 96920 | 9820 67829 z88ey
° $5220 STEZH I 00520 | vosey 92920 86920 $5.20 * 18820
| vI€C0 6620 £9520 52929 56929 €52V 08820
£7€20 9.ETY LE%2N 86420 z9sen 52929 | g69zy 57820 61820

$1820 | |
16920 08.ey €182y 91829

6v.L2V 21829 | G820

LyL2D 0182V

98520 18920 9vLen 6082V
S%.L20

€962 sr9zn 1,082 0.82D
c¢ssen 4541
19520 £1920

192D

16%2Y | |
69920
89920 02920
18529 61920

N
o)
©
N
O

— N
paggdy
o o
a N
<D

N ™

[

o o

[

TR}

o < W0

[N

$

aqga

DGO

o <

=S

© ©

o N

<O

°
®
@® 80€ZH TLETD

1535741

14743

20€TH | g9gey 9THTY 18529

10€20 #9820 STHTY 98729

a8vzd 60920

€20 58529 LSen 80929

£8%20 10929

1292 28v2d 90920 11929

96220 6320 02920 18%2D
08920

ovLey 2082 9982N

8€.LTY
LELTD

0 O O o
D N O o o
INEAER] oM 0
[N [ ]
< T O T o
® © N~ @ o
© © © © ~
o oM 0 o m
N (S| ISl
o < O < O
©
©
@
N
<

L6len 2982H
S6.2D T982H
76,20 0982V

GELTD
SL92V veLey

000000000O0CO
o w0
© © ©
®© 0 ©
aa
(SRR

%6220 61529 95TV £0929 I £ELTY 63829
£6220 95€20 0%520 e 209Ty 2ELTD | |

| z6TTo | | 9T%20 6£920 10920 21929 I 35820

16220 £3€29 STH2D 8£520 0092V | TeTy %5829

06229 zSETY 1 2344) L£520 | 66529 0492V 62.29 68.20 £3820

68229 £T%29 | 9eszy 8692V [ | 8z.Len I 25829

$2229 I | zivey eLven 3£92H 16929 19920 12129 1882V

. eTTTy 1THTY 2L%2D 96920 99920 | ozizn 98.20 0s8zY

16020 81229 9822y . o1%Ty 11520 } 36929 | go9zy STLTY 98120 6%820
06029 | Lteey 98220 60729 TE5TY 56520 %9929 | 2Lz | %8420 | sv8ey |

91229 %8220 80%zn | oesey £9929 €220 | €8lgy Lv820
| 880zH vhEen 62529 2992V 2TLTD 28.29 | ov8zy

28TTD
18220 2YeTO

L9%20 8csen
12STO

T992H TeLey

0992V 0220 08429 | v¥8cH

6.L.20 €%82H

S9%20 6892V

I
)
<
i<
N
o

%8020 07229 6€€29 32529 88529 85920 81,29 | 8LlTy Tv82o
60220 8€€2H | %esey I | LTiEy ) %820
| zsogy | gozen 11229 1€€29 T0%2n £2529 9120 9.1V 0%820
10220 I | oseey 00%29 19520 zesen §5929 ST.20 SLLTY I
90220 SEETY I 09vzn 12520 [ | | wLT0
v.22y I 6Svey | 0TS0 £8929 6v920 €120 1£829
I 16€29 [ | 61520 28929 | Tueo | oesen
zegen 9629 95520 18529 14120 SE8TY
1,229 1€€29 0LTy v£829
5352 91529 19929 0120 6920 £€£829 e 6820

S612D 62€TD £6€2Y ® 96820

| ovezo | 89120 I
| TL0TV 8zETY I [ 71520 6£9TY 19129 I
Crewev [ersen | 9520 I 082D

| 6902) 06€zN 0S%eY 21520 §2520 I £682D
%9220 I 11520 59TV | zesTy
£9220 07520 $0.20 | g9y 12820 16829
z9zen L7929 £0420 29129 9282y 68820
19220 98820 992D 11520 £€929 192D s8N 88820
09220 38€20 7] 09420 . vesco 18820

6522 ¥8ETH j44/44)
8G2T0 6TETH

65.2D €282V

v0szn 89520 0€92D §8820

- N
m M
© ©
[N
T o<

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

5S ribosomal RNA

e Molecule 24



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 42

3%

17%

66%

. 16%

Chain BB

090
65V
85V
LSV
96D
SSN

ovn
6EY
8€D
LED
9€D
SEN

[}
®
(&

i

€0
0€d

82D
120
9TV

¥Zo
€20
zen
114

61D
81D

o
-
o o

N
(=]

0
€0
[29)

séen
%60
€60

a68v

880
189
989

€80
[4:5)
89D

6.0
8LV

S.LD
L0

5S ribosomal RNA

LD
TLO
0LD
69D
890

%90
€90

19D

e Molecule 24

64% 18%

17%

3%

Chain DB

09D
68V
8SV
LSV
98D

19D
08D
67D
i

ia )

s
S

n © © o
™ M M M
=R O <

)
]
(&

€0
0€d
62Y
820
120
9TV

¥Zo
€ed
zen
129

61D

110
01D

oM st N 0
[SHSR) =]

08n

6.0
8LV
L0
9LD
S.LD
L0

508 ribosomal protein L2

LD
TLO
0LD
69D

e Molecule 25

19%

56%

23%

%
B

Chain BC

€54
[4st|
TSA
0SL
61

LD

w0 ©
& &
= o

el
0%l

9€d

zes
Ted
ogd
6cd
8cd
LTl

Sl
498

124

LIL

ST4

T1d

N4 O N~ 0o

80Td

90TI

701X

1014

N~
o 0
==

©
=)
I:':

€6V

884

98d
s8a
784

28I
8V
08y
6LA
8.3
LLY

S.I

067X
6810
8874

98TH
S8TA

® €874
2811
1814

3

8974

S9TI
7910

2918
1971

6STY
83TV
LSTY

ST
€GTV

TSTH

CeTd

wed
(74}

8ETH

9€TH
SETH
veed
€ECH
c¢eTd
TECH

8¢¢d

TOCH

S6TV

S92d

e Molecule 25

508 ribosomal protein L2

18%

56%

oo} o
¥l <
leh

24%

Chain DC

194

79I
€94
(4229

694
8SH

94
€94

TSA
0SL
671

L¥D
4]
STN

&
L

(44

-
S
[

©
o
A

6cd
8cd
pxan

9T
ST4

T1d

€ETT
CETd

0ETY
6CTN
821D
LTTA

80Td

90TI

Y0TA

1073

98d
§8a
78k
€8d
28I

0LM

O

R LDWIDE
PROTEIN DATA BANK

W



4V84

wwPDB X-ray Structure Validation Summary Report

Page 43

002a

06TA
6810
88TH

98TH
S8TA

€814
[4:39¢
1814

3

9LTd
SLT1

€LTA
CTLIX
T.1Q

89Td

SOTI
910

29TS
T9TL

6STV
85TV

i

vSTA
€STY

TGTH

TOCH

(924}

0L21
6924

1928

S92d

e Molecule 26

€924

50S ribosomal protein L3

19%

59%

22%

8%

Chain BD

o M
© ©
A

288
£>=

n
0
=

o
0
=}

T84
089

LYA
Eidl

o
Sy
II‘: IIII

o
N
II:>

0 ) [=3 o
I 0 i) o
= o = 1=

TCA

428

— o
o
=

01D

e} © N~ 00
(< O =X

v6d

)
2

-
0
it

0 o O
KK ®©
A |

)
~
=

v.Ld
e €3
TLA

0LV

89V
194
99H
S99
vox

CTLIA

89TH

99171
S9TA

(42144

8GTH
LSTY

SGTH

€91
ST

0STA
6714

L¥1d
9711

jadx

[44%]

8€Td
LETH
9eTYd
SETH
YETL

CETH
TETV

e Molecule 26

6CTH
8C1S

9¢1d

50S ribosomal protein L3

[4vas

6614
86TA
® L6711

S6TT
761D

BTN

68Td
88TA

21%

55%

25%

4%

Chain DD

29d

® 09N
6SA

oo
Ig

SSN

T84
089

LYA
oY

+

428

CIL
TIH

v6d

Z6L

06L

88D

S8N

8y
T8I
084
6.4

£es
+

SLA
vid
eLd
TLA

oLV
694
89V
194

S99
vox

2811

6.14
8.L14
LL1d

vL1a

CTLIA

89TH
L9TA
9971
S9TA

[4°144

8GTD
LSTY

SGTH

€51

0STA
6714

LY1d

[44%]

86TA

S6T1
761D

e Molecule 27

BTN

681d

508 ribosomal protein L4

18%

47%

35%

Chain BE

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 44

eLV
cLe

€93

Mo o
0 ©
]

©
e}
=]

0
0
o

&
+

o
0
4

(541

L%D

SvH

4728

< W oI~ o ol
DM mmmon s
=M\ > = o

T€H

62N

O

ovTT

Y11
€211

81TV
L1TH

STTV

CTTH

0TTT

80T}
LOTH

02D

S02H

£02h

66TM

L61d

68T.L

L8TA
9811

78TA

081D
6.1d

9LTT

ELIA
CTLIM

0LTT
69TN

19TV
99TV
S9TH

€9TA

508 ribosomal protein L4

LSTA
9STT
SGTT

€9TS

0STH

VTV
Sv1d

*

e Molecule 27

154241

2%

16%

48%

34%

L

Chain DE

€934
294

098
634

984
i)

(48
TSL

(5414
8%l
L¥D

iy

ev

owd
6EM
8¢y

9EA
sed
TEM

cel
TE€EH

821

21

614

L14

v1d
€18
[431
TTA

O

011
6€Td

3

SETA
ve1d
EETN

9CTA
9211
¥er1
€211

1

81TV
LTTH

STTV
PITA

CTTH

0TT1

80T

989

78A

78d

Ll

SLH

® L0Zd

S0c2H
¥02N
€0zh
cocd

66TM

L61a
9611

081D
6.74

9LTT

E€LTA
CTLIM

0471
69TN

LOTV
99TV
S9TH

€9TA

50S ribosomal protein L5

e Molecule 28

©
0
=3

14%

56%

31%
30%

Chain BF

ToV
091

98V
SSGY

€461
[4hy

oSy
670

i
Svd
{44
e €71

07N

®
o
I
H

8EA

® 9ed

®
0
I
[

e €13

e 11X

9z1a
ecTd
T2IN
® 0211

L7174

o060 o000
-
~
-
<

9011
SOTX

661N

S6yd

® 69V

® 8.14

°

©
~
i
)

€9TV
29TL

09TA
6GTA

7S1D
€5TY
2STT

H

{4429

508 ribosomal protein L5

e Molecule 28

32%

57%

30%

Chain DF

- ™ ©
— - —
> =] -4

on®a D
<SAaxK®x
o0 oo
—
~
E

621D

9z1da
2eld
TCIN
® 0211

L1T4

YITI

C11d
1111
OTTV

L0TT
9071

881

S8D
v8x

(LN
©
~
0

cLe

0LA
69V

L9Y
990

O

R LDWIDE
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

e Molecule 29

Page 45

991a
S9TL

€9TV
29TL

® 09TA
® 6STA

7SI

508 ribosomal protein L6

14%

50%

35%
35%

Chain BG

CTLI

*

.
1S8d
[ess

TSy

0SA
67A

ovd
SvA
e vA
® €%A

® T¥H
ovd

8€s
LEA
9ed

(N X )
0
o
IIII:>

®
® O O =N
NN ®mon
A s:IIm
il

~
]
£

[443)

ozy
6TA

©
—
©n

cid

6074

® LOTA

® SOTT

® €071
® 20TV

66A
861
L6Y4

® G6Y

PLN

508 ribosomal protein L6

LSTA

SGTS

ZSTH

+

8¥TI

STIV
TYIA

(445

e Molecule 29

14%

49%

35%

5%
L

Chain DG

ozv
6TA

918

8¥1I

+

A
541]

[43%:8

0Ty
6CTL

9¢1d
STTA

1211

8T11d

6074

LOTA

SOTT

€071
@ <201V

233
S8 8

169

681

181

< v ©
0 00
wn X

6LA
8.LD
LN

@ 0L7d
@ 69TA
89Td

50S ribosomal protein L9

SOTV
¥9TX
€9TL

0913

LSTA

e Molecule 30

SGTS

CSTH

49%

19%

57%

23%

Chain BH

508 ribosomal protein L9

e Molecule 30

20%

54%

34%

24%

Chain DH

R LDWIDE
PROTEIN DATA BANK

w_ 0



4V84

wwPDB X-ray Structure Validation Summary Report

Page 46

8€T
LEA

n
™
s )

€eY

TeT

62X
8N

9TV

0
N
II>-

™
N
A

) —
- N
= =

[
~
—
(=4

®
o
-
3

(X
=R © o
== IIIIIIIIII‘L - IIII

51%

17%

46%

e Molecule 31: 50S ribosomal protein L10
32%

Chain BI:

® 094
ol 6sI |
8G1T
® /LSL

STd
42!

61

LA

12!
EN

51%

17%

37%
32%

e Molecule 31: 50S ribosomal protein L10

Chain DI:

LSL

STd

®
<+
© 0 -
@A X

o< ~
le>

e Molecule 32: 50S ribosomal protein L13

25%

55%

18%

2%

Chain BJ:

(4’8

671
8%d

9¥%1
SPL
42!

(478
154

LEA
9EM

ved
eed
CEA

0€ex

LTA

4258

1114
60Td

80TI
LOTX

20Td
TOTA

164

S64
61
€63

T6a
0671

e Molecule 32: 508 ribosomal protein L.13

8834

6573

€STH

TSTH

26%

D E

gPDB

O
PROTEIN DATA BANK

W

54%

19%

Chain DJ:



wwPDB X-ray Structure Validation Summary Report 4V84

Page 47

S8A

(428

08y
6LN
8LA
LLA

LY

(A
691
89N

991
SOM
¥oa
€9d
{41

093
63D
894

991
SGL
eV
€8I

o
)
x

671
8¥%d

971

© N~
o o
= >

€ed
CEA

o€

LTA

8¥1D
LYTY

STTA

157451
0vTd
6ETT

4258

20Td
TOTA

L64
961
64
61
€63

164

883

6STd

€STH

TSTH

508 ribosomal protein 114

e Molecule 33

18%

49%

30%

Chain BK

L9%

et

0ZH

€0TV

001D

o o
[} D
= =

N~ o~ NN NN~ (<] W 0 0 00 0 00
~ A v < HX a =< = - ==
e Molecule 33

508 ribosomal protein L.14

17%

46%

34%

2%
n

Chain DK

¥od
€9A

(02 4
633

94d

€94

674

8CS

Se1

PITI
ETTA
CITH

SOTd

€01V

961

© 0 o
© 0 )
== 2]

981
S8A

50S ribosomal protein L15

£8y
28N

08d

e Molecule 34

8.4
LLT
LY
S.LS

1.4

193

R

n

R

o

m

X

o~

<

R

m

o~
R
o
—

7

=

o=

o]

mmw

99D
S94
7ox

8SL

[} w o 0
< < <
S = o o

o]
3}
o

SEH

My w N~ o
[ o o
o wn =~} =

42!
EIN

(43
6ETH

50S ribosomal protein L15

e Molecule 34

I

59

X

<

~

X

©

<

X

—~

o~
L
=)
~

m

g

o

<

ﬂhu

vox
€9d

09K

8SL

45

©
<
In--

ovd
S¥1

R LDWIDE

PROTEIN DATA BANK

€¥D

& 3
=4 ~

o)
o
=

veD

zel
TEV
0EL

LTH

ses
/4
€e¢d

feccloos

742!
E€IN

© 5

w_ 0



4V84

wwPDB X-ray Structure Validation Summary Report

Page 48

® OTIX

L0TX
9011

€0TV

® TOTA
® 0011

L6d
961
S6A

3

064

983

8N
€8A

084
6.4
8.d
1.4

€LD
cld

-~
g
H>

SoY

508 ribosomal protein L16

e Molecule 35

24%

54%

O N~ 0O
M mo0ons
I<»—'ILIJ¢L<

6%
19%

Chain BM

79I
€94

094
654

LSH
994

o)
0
=

233
Mo <

©
4
(=7

<
)
—

e T¥Ib

® 6€7d
8€T1d
LETA

€ETY

TETI
0ETA

50S ribosomal protein L16

e Molecule 35

23%

51%

N~ ®
- o
A

8%
23%

Chain DM

694
891

79I
® €9

094
654

994
SSA

8¥vd

i)

o
<
<

e

ced

ozy
® 61D

LT
914

< v © eel
0 00 0 <}
O X O o

v1d

[414]

€11
(43
T11d
01Tl
60TA

LOTY
90TA
S0TH
7014

10T
001D
66d
861
LBA

€64

26D
163

8.d

SLL
VLA

®
L
o,

0Ld

e 171D

@ 6¢€1d
8€Ta
LETA

508 ribosomal protein L17

e Molecule 36

22%

-
[re)
=}

57%

. 18%

Chain BN

ooV

-
©
I=n

D
0
=]

180
<22

€SH

0SH

87A
Lyd

o
4
Im.

o
< <
Mo

D
I
A

8EA
LEL
9€L

vel
£ed

T€H

o
o
IH

1zs
ol
Sev

(44|
TCh

o
3]
=)

9TH

vis
ETH

E N~ 9]
= (3] x

LTTA
9111
STTd

€111
(4334
T
0T1d

801D

901D
SOTH

€0TH

TOTV
0071

86
22

i
o
>

© N~ o o™
$$$I$ &

ollm
o<} 0 0
28 H o<

8.4

508 ribosomal protein L17

9LA

oo oN M w
©Q ~ NS~
II;: IIIIII‘: - II._l

99A
S91
794

e Molecule 36

26%

56%

18%

Chain DN

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Page 49

wwPDB X-ray Structure Validation Summary Report

4V84

MY WON0OO - NI ©

< N~ Qo OAoHOdd—a 4NN A

] O X DmunmEeEd< d=/E <X
Sy © 0 o 0 © © oM ¢ © N~
Q © ©©Q ~ ENRNKNKE® ©®0Q 0
o = ~ a - £ R H < o>

R88
R90

T30
H31

G93

NSO N 00 -
M@MMmMMMHNMmo0N <
O mHBEHE>A <

o o 2]
< © N~ S o o
(2] Qo — = =
> = o< o

e Molecule 37: 50S ribosomal protein L18

26%
Chain BO: 21%
° [ X ]
-~ <+ W0 © 0 oo — I N~ 00 o - oM
pa =] R R i NN N@QO®O0
S - o = = w > ©w A X
® e o o
o ~ o o N MW ON 0 -~ < N~ 00
NSNS Q00000000 = o a %
M<H<AaBHNXOS<LA o > Q>

Q38

K99
A100

A102 ©

140

58%

[ ] 00000
— ON OO
pry SYII DD
a SEISa<
<~

SmS

L=

e Molecule 37: 508 ribosomal protein L18

23%

Chain DO: 19%

[ ) [ X J o000

~ <+ W © 0w oo - M W0 ON~0D -

i — o — = NN aNANANANNNANN (3]

£ > = H&Ail—'lﬂ:»—lﬂ:»—lw>hlm
(] [ X N ]

o o o [ e e N M WO~ - <

N~ o~ ~ N~ N~ 0 00 0 0 0 00 0 (o2} [}

< A x - A HMXOP < LA A >

N M

M0 mn

oo
N~
Q 0
~ >

Q38

A100

e Molecule 38: 508 ribosomal protein

4%

Chain BP: T

38%

(X J [ ]
o = o m F 0 © I~ 0D
SN M N O~ — — - N a N N
EzRo<sdH SH®® A A BB &
© N~ 0O N M e o~ ©
N~~~ © © o) () Qo0
[PRrER -7 - | OE << X

V34

F101

139

L

R103

A102
©  [EEisy
G104
|
E107

1

e Molecule 38: 508 ribosomal protein L.19

11%

Chain DP: 33%
[ X J

o= o m © © I~
ﬂNgﬂ‘lﬂ‘Ol\ — o — NN
SEzRo<sdH SHEn = ae
— Nm © © o oN N~
NENNSNNESE®®OQ ©
C > MR E A a

R29

R96

39%
o oYM o
$F923T2R
FEMoA N>
"y * o <
o o —
2 S g
] B |
44%
L
SIS
oA O

N M S o
© © O O —
I i1 —
He =4 H o

WO RLDWIDE

eP

PROTEIN DATA BANK

o
o v~ O N MY WLON®ORO
RS B b0 DH0IWL0oDnDoD0 D0
PR I AP EAHDa<MeoAAE <
W Or DO N M n O~
o o o o — =
B ] [Epspeps)  papas;
EOAG A d< = @ma>
17% .
[ X ) [ X N X ] ] )
0w oKk < 0O~ ® o
Y 101B 00D R RCReR] (NS
< AaMaX W <o <3
16% .

A51

°

°
A55
156
L58
K59
G60
E64
V65
R67
Q68

22% .
0 © 3 N oS N ™
oy 0 fBITEToRey
= = BEEA > v>MEmE
oo
oo N~ ©
— A o 2]
- o -
~ a << [ o
22% .
0 0 0 © [} - N oo
<& & 0 10 0 [©® © © ©
> =S (38 = >
(] ° e o000
<+ 0o ~
— — — A (S
- ] o
| mX A < /™



4V84

wwPDB X-ray Structure Validation Summary Report

Page 50

e Molecule 39: 508 ribosomal protein .20

® 9ETd

26%

50%

23%

Chain BQ:

0.4
690
89V

99N

€9A

TOM
0971
654

184
94a

€94

sy

0S4
6VH

PA2S
i
S7A

3

6€T

9eY

0ex
628

re)
N
I3.

€20
{488

613

L11
9Tx
STX

L

6A

8y
€81
289
T8H

8.LL

€LD

I
&
Im

e Molecule 39: 50S ribosomal protein L20

Y%

Chain DQ: .

25%

51%

23%

690
89V

99N

€9A

TOM

654

184
94d

€94
[4°1:!
9%

6VH

i
S7A

3

6€T

Led
9gY

i

613

LTI
9Tx
STH

9L
S

€4
(4

€63

e Molecule 40: 508 ribosomal protein L21

®
®
=1

o m
0 0 0
T A

23%

48%

29%

Chain BR:

+<I‘
©
ml

8SA

SSY

CTSA

6L

LYA

SPL

el

el =3
3¢} <
I.-.‘I.-I

9€d

mmm
Tev
0€D

8¢d
LeY

Se1
veu

(44N

614

119
91d
ST1d
YIA

e Molecule 40: 508 ribosomal protein L21

24%

51%

24%

3%

Chain DR:

291

*

8GA

SV

CSA

671

LYA

el
071

© ©
™ M
I"*I‘—‘I

veq
EEA

1€V

8¢d
LTV

Se1
142,
orac
{44\

O < N m
© 00 0Q 0
o> mm

3

e Molecule 41: 508 ribosomal protein 122

[T}
@
B3

16%

55%

28%

%

2

Chain BS: =

O

R LDWIDE
PROTEIN DATA BANK

W



4V84

wwPDB X-ray Structure Validation Summary Report

Page 51

[42:4

6SA
85V
LSN

SSV
vSv

[4:c
0SA
6%
ovd

S7A

€¥D
(4

07N
6EL

SET

€ed
(433

621
8¢S

scy
¥ZI

zea

00 o
— )
ISI>I

9T

¥1d

L

80TH

90TI
SOTA
70Tl

COTH
T0TS

664

961
S61

e Molecule 41: 508 ribosomal protein .22

€6V
(431

884
184
981

784

61D

Lua
9LA

™
~
I<I

—
~
=

894
19a

S9T

4%

Chain DS: -

19%

52%

i

29%

C9H

6SA
88V
LSN

S8V
Sy

[4skc

0SA

ovd
SVA

€¥D
cvd

OvN
6EL

SE€I
VEN

e Molecule 42: 508 ribosomal protein 123

cey
1ed

621
8CS

scy
498

cea

0ozA

814

9TH

v1d
€18
(498
Ty

64

® OTTX

® 801D

90TI
SOTA
YOTL

COTH

%

Chain BT: .

18%

®
e © <0 ©
) © © Q@ ©
] XX |E A

53%

28%

€94

TSA
083

L%d

vva
EVA
(444

8€d
LEL
9%
Gl

ced
T€H
0€A
6TM

LTl

1443
€2d

Tecd

61V

L1V

STd
1S
€11

T1d
0TV

8I

9a

N~ oo 0 O~ 0o [N
© Q@K N~ ~NINS S ® ©
O~ o [l B o>

v
€L

e Molecule 42: 508 ribosomal protein .23

261
T6v

681

18%

50%

32%

Chain DT:

199
991

7ox
€94

SSN
vSA
€94

TSA

~
<
IhI

vva

8€d
LEL
9
SEL

zed
T€H
0€A
6CM

LTl

seH
(4
€cd

T2d

6TV
8TA
L1V

N M
W
Ic>m

S1d
vis
€11

T1d
0TV

L
3

9d

e Molecule 43: 508 ribosomal protein 1.24

144
€L

® o
S~
X<

w ©
~ S
aws

TLD

894

26%

48%

28%
23%

Chain BU:

(44

TOTH
00TV

63

zeN
163

e Molecule 43: 508 ribosomal protein 1.24

D E

O

R L DWI
PROTEIN DATA BANK

W



4Ve4

wwPDB X-ray Structure Validation Summary Report

Page 52

X

<

~N

I

©

<

X

N

~N
L
)
—

]

o=

<

=

@)

624

LTA
9cH

0ZA
614

<
-
=l

€TA

0 g
2 2 =)

T0TH
00TY

508 ribosomal protein L25

089
6.0
8Ly
L.d

SLI

TLA

0Ls

e Molecule 44

15%

13%

1514

o
e
[=4

8vd
LYA
12!

¥vd

{47\
w1

57%
[

o o N 0 © =)
o M oM m [} <
- = oA £ [=]

@ lth

[re)
I
A

@ €y
{443
ey
(4§

811
LTV

28%

©
~
=1

STd
1458
1"
[4%)]
LAk

64

LY
X8
ST

Chain BV

<
Iﬂ

o000
~
N
-
~

S6d

(o]
D 0D
= A wn

o
© ©
[

~
~
[=}

N
~ N
==

—
~
=

1

@ 9814

Z8TA

08TA
6.10

9.1d

508 ribosomal protein 125

e Molecule 44

13%

57%

N M w0 © I~ =3 N M o = o A
oo NN o M oM M < < <
O X [ -g - = A A= B

29%

2%
n

Chain DV:

Q‘I-D(D-O)
g >

8%d
LYA
£l

0zd

1

811
L1V

S1d
42!
e1d
(4%
T1a
oty

2011

664

Led
96A
S6d

z6s
161
06A

v8d
€8d

T8y

Lua
9.1
SLN
VLA

TLA

691
89d

998
590

443!

TYTA

8€Td
LETI
9€Td
SETT

e Molecule 45

€ETI

508 ribosomal protein L27

7%

14%

51%

34%

Chain BW

SLT

€LD

0Lb
694

LOA
99A
S99

[4°)1
ToV
094
6ST
8GL

96a
SGY

9Tk

€T

121

1

STd

588
>$D-

T
OT.L

50S ribosomal protein L27

e Molecule 45

O

R LDWIDE
PROTEIN DATA BANK

W



Page 53 wwPDB X-ray Structure Validation Summary Report

4Ve4

5%
. — ——
Chain DW: 37% 50% 13%

e o
S o . g g
o ~ o — [=] =
I .

e Molecule 46: 508 ribosomal protein 1.28

%
Chain BX: 25% 45% 26% -

] e] [re) o ® o [

© — I3 3 2] 0 0 vl

wn =% £ £ = £ ~ B
o

-~ < o ~ ] 0 © 0 OO A I v
~ N ~ N ~ o] 0 0 0 0 DD O x 0
] = M| < = ) MNEHX X -

e Molecule 46: 50S ribosomal protein 128
3%
. —
Chain DX: 24% 47% 27% .

[ ]
] o o o w © [ e ) © < N~ O O O N [Te] (o]
-~ - q gaggq N O « © <+ Igyebl 0 0
A o= X o > i © a ox > © =
[ ] [ ]

~ o0 o

~ @ )

< 5] x

e Molecule 47: 508 ribosomal protein 129

V23
N35
136
R41
G42
G48
K49
N50
V51
T58
L59
F60
A61
L62
G65
V66
V67
F69
Q70
R72
G73

o~ oo — o
INEXENES mg
HUo o -

H80
V81
R82
P83

118
Q19
R20
Y43
P44
Q47
K48
V49
R50

R61
V62
A63
S65
H66
167
P68
K69
Lo

I18
T34
R61
V62
A63
S65
H66
167
P68

Y71
E72
V74
E75
L85
S86
K88
E89
190
L94
L95

8%
Chain BY: 24% 52% 19% 5%
() [N ) ® [}
oO-amMmYEWoOor 0o oM Wl 00— i~ ollg o ©ON 0RO —NMSHw © @ o
Sy ©o D o i — =N N N a N o0 [ oM oM gv‘ 4 < < wn wn n w n ©
nE> &Ko E< XM n A > EE S XX Ee W o< (=4 o=nxHalAEe o @A

e Molecule 47: 508 ribosomal protein 1.29
11%
. L T —_—
Chain DY: 23% 55% 18% 5%

(] (]
q Wl @O = N © o ol ©
0 © N 0o I} a g mmm el R <
M| > No 2] > Mx\EEd o= o (=4

e Molecule 48: 50S ribosomal protein L30
8%
Chain BZ: 36% 53% 2w

O - AN MY W © © O O ) 0 O o [ © © o
e s e o ] == < & & o [r=) re) 0 0
Ao XA A= | o O H @ = o < @




Page 54 wwPDB X-ray Structure Validation Summary Report

4Ve4

N oW O oMl @IS 0o [}
- o N N 0 0 o0 M M oM S
AH B A A Jdoeglr JEAQ >

(X ) X
o ©N 0O NM IO [

o S0 o IS S T R e MT- RO T ST} 0

G ] X 0 S HEX><@mA>m> =

e Molecule 48: 508 ribosomal protein L30

8%

—
<
[

N~ 0 o o E
== N
Xac A4

. I
Chain DZ: 41% 46% 14%

[ ] (X ] [ ] o
Isl&ii = EI%'E - E-E-EIE’-E-E-E g §I§.§ - EIE §I§ EIEI§
e Molecule 49: 508 ribosomal protein L31
67%
Chain B1: 20% 57% 23%
0000 0000000 OG00OC0OCGOOS °
LERER BRI BN BEEE B B H B
e Molecule 49: 508 ribosomal protein L31
37%

. e —
Chain D1: 20% 57% 23%
[ X J (] [ N N ] [ ] (X ] ® @
FEER ER BN EEEE B M B
e Molecule 50: 508 ribosomal protein 1.32

15%

. — oo m

Chain B2: 33% 52% 13% -

° (] L )

[ o o o o N OO N m @ —
] woN~ A 2 - q PR S 0
< AEa X X oo oom NaENXAAD B >

e Molecule 50: 50S ribosomal protein 132

6%

D17
H23
P28
129
V31
P32
C33
P34
C36

Chain D2: 31% 54% 2% -

o N
mo o |8 o

5] woN~ o < Sl 10

< A=A X ol O S

e Molecule 51: 508 ribosomal protein L33
89%
Chain B3: 41% 45% 14%

o
™
=]

™ < won~oo oy NO YOO~ 0RO M —
FEEEEL: BRI Lo B M Il SR e 0
Ma@ea=Ee = AOAMOX<EKA DB >

0000000000000 0000O 0000000000000 00000
o © 0O - MY WO~ 0D © =0 o &
o SH NN M |n o <
MmO e ErE- BN S XE S e > >N

e Molecule 51: 50S ribosomal protein L33

N32 @

WO RLDWIDE

er

PROTEIN DATA BANK



Page 55 wwPDB X-ray Structure Validation Summary Report 4V84

86%
Chain D3: 41% 45% 14%
[ ) [ ] 00 0000000000O0OCOCDCOGDOGNOGIOGIOS

000000000OCGOCTS [ N X )
00— NMY W ON 0D 3] © &0 o & v
STH NN @ M| o0 o0 S
EaEs =S XD S = e X > oo

e Molecule 52: 508 ribosomal protein 134

L11 @
E12 ©®
ci3 ©
T4 ©

2%
. . I
Chain B4: 40% 44% 17%
[ ]
o - N < 0 N < o o 1) o © N~
B R TR
e Molecule 52: 50S ribosomal protein L34
. -
Chain D4: 40% 46% 12% -

o - o © = 5 oY wolen oo © N~ o
M wko~ = - ISR Mmoo oS SN
E-- [N Mo B o= = =g o=l > om o

e Molecule 53: 50S ribosomal protein L35

2%

Chain B5: 24% 54% 19% .
°
N m g w o © = N m 0 O~ 0 R o 0 © N~ @ o ] < s o o oM [ [}
0w o~ oo g NI NAY @ OMm@nSSSy TS0 W0 Wwo ) ©
B x =~} Mo s X < x> > EX P OUOX = oxun B ~ X o = XA x Y

e Molecule 53: 50S ribosomal protein L35

6%
Chain D5: 22% 56% 19% :
o000 °
N M w o © = N m 0O~ 0D o 0 © I~ R ] < BN o o o © o
N @MW o N oo NN @ 0 Mm@ o S oSS0 00 W W0 B0 © ©
NS X B o X XHBE< MEEPREXKBOX =} oOX®VBX REx XnE A=K E=E ao>



Page 56

wwPDB X-ray Structure Validation Summary Report

4Vg4

4 Data and refinement statistics (i)

Property Value Source
Space group P 212121 Depositor
Cell constants 210.69A 451.66A 614.25A .
Depositor
a, b, c, a, B, 90.00° 90.00° 90.00°
. 49.52 — 3.40 Depositor
Resolution (A) 4952 — 3.40 EDS
% Data completeness 97.5 (49.52-3.40) Depositor
(in resolution range) 97.6 (49.52-3.40) EDS
Rinerge (Not available) Depositor
Reym (Not available) Depositor
<I/o(I)>" 2.28 (at 3.40A) Xtriage
Refinement program PHENIX 1.6.1 357, CNS Depositor
R R 0.228 , 0.266 Depositor
) Thfree 0.224 , 0.262 DCC
Rree test set 7701 reflections (0.99%) wwPDB-VP
Wilson B-factor (A?) 86.0 Xtriage
Anisotropy 0.391 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.27 , 106.4 EDS
L-test for twinning? <|L| > =045 < L?>=1027| Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.91 EDS
Total number of atoms 282142 wwPDB-VP
Average B, all atoms (A?) 110.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 1.68% of the height of the origin peak. No significant pseudotranslation is detected.

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

5.1 Standard geometry (i)

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

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

. Bond lengths Bond angles
Mol | Chain | py/q7 47| >5 RMSZ 4 Z| >5
1 AA 0.63 4/36238 (0.0%) 1.02 99/56561 (0.2%)
1 CA 0.57 0/36238 0.96 75/56561 (0.1%)
2 AB 0.31 0/1936 0.51 0/2609
2 CB 0.28 0/1936 0.50 0/2609
3 AC 0.31 0/1637 0.47 0/2205
3 CC 0.29 0/1637 0.47 0/2205
4 AD 0.41 0/1733 0.59 0/2318
4 CD 0.34 0/1733 0.56 0/2318
5 AE 0.41 0/1172 0.61 0/1576
5 CE 0.36 0/1172 0.57 0/1576
6 AF 0.33 0/856 0.57 0/1154
6 CF 0.37 0/856 0.59 0/1154
7 AG 0.27 0/1276 0.46 0/1709
7 CG 0.27 0/1276 0.46 0/1709
8 AH 0.39 0/1136 0.61 0/1527
8 CH 0.33 0/1136 0.58 0/1527
9 Al 0.29 0/1029 0.45 0/1378
9 CI 0.27 0/1029 0.45 0/1378
10 AlJ 0.28 0/808 0.48 0/1085
10 CJ 0.27 0/808 0.46 0/1085
11 AK 0.39 0/900 0.59 0/1213
11 CK 0.41 0/900 0.61 0/1213
12 AL 0.47 0/987 0.70 1/1320 (0.1%)
12 CL 0.44 0/987 0.68 0/1320
13 AM 0.25 0/939 0.44 0/1258
13 CM 0.24 0/939 0.44 0/1258
14 AN 0.31 0/501 0.50 0/664
14 CN 0.31 0/501 0.52 0/664
15 AO 0.39 0/745 0.57 0/992
15 CO 0.37 0/745 0.56 0/992
16 AP 0.42 0/717 0.62 0/963
16 CPp 0.34 0/717 0.59 0/963
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. Bond lengths Bond angles

Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
17 AQ 0.43 0/837 0.60 0/1117

17 CQ 0.37 0/837 0.56 0/1117

18 AR 0.38 0/579 0.61 0/768

18 CR 0.37 0/579 0.60 0/768

19 AS 0.25 0/643 0.43 0/865

19 CS 0.25 0/643 0.42 0/865

20 AT 0.38 0/764 0.57 0/1006

20 CT 0.33 0/764 0.54 0/1006

21 AU 0.23 0/213 0.43 0/277

21 CU 0.24 0/213 0.42 0/277

22 AV 0.43 0/802 0.68 0/1245

22 CV 0.43 0/802 0.69 0/1245

23 BA 1.07 153/66570 (0.2%) 1.48 | 1344/103918 (1.3%)
23 DA 1.19 | 253/66575 (0.4%) 1.59 | 1756,/103930 (1.7%)
24 BB 0.58 0/2853 1.00 9/4451 (0.2%)
24 DB 0.59 0/2853 1.04 3/4451 (0.1%)
25 BC 0.71 1/2155 (0.0%) 0.90 3/2905 (0.1%)
25 DC 0.74 1/2155 (0.0%) 0.91 5/2905 (0.2%)
26 BD 0.58 0/1597 0.77 0/2153

26 DD 0.62 1/1597 (0.1%) 0.81 0/2153

27 BE 0.63 0/1622 0.77 0/2194

27 DE 0.67 0/1622 0.78 0/2194

28 BF 0.28 0/1500 0.49 0/2017

28 DF 0.28 0/1500 0.49 0/2017

29 BG 0.32 0/1246 0.58 0/1682

29 DG 0.44 0/1246 0.64 0/1682

30 BH 0.33 0/1148 0.56 0/1552

30 DH 0.38 0/1148 0.56 0/1552

31 BI 0.25 0/252 0.44 0/333

31 DI 0.27 0/252 0.46 0/333

32 BJ 0.56 0/1124 0.75 0/1515

32 DJ 0.59 0/1124 0.76 0/1515

33 BK 0.57 0/942 0.76 0/1268

33 DK 0.61 0/942 0.77 0/1268

34 BL 0.74 1/1131 (0.1%) 1.01 1/1504 (0.1%)
34 DL 0.75 2/1131 (0.2%) 1.03 5/1504 (0.3%)
35 BM 0.61 0/1099 0.83 2/1468 (0.1%)
35 DM 0.60 0/1099 0.83 1/1468 (0.1%)
36 BN 0.59 0/974 0.85 0/1302

36 DN 0.59 0/974 0.83 1/1302 (0.1%)
37 BO 0.36 0/779 0.58 0/1036

37 DO 0.39 0/779 0.61 0/1036

38 BP 0.50 0/1158 0.68 0/1544

$roe
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. Bond lengths Bond angles

Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
38 DP 0.51 0/1158 0.69 0/1544

39 BQ 0.63 0/970 0.81 0/1290

39 DQ 0.67 0/970 0.81 0/1290

40 BR 0.58 0/790 0.73 1/1057 (0.1%)
40 DR 0.61 0/790 0.74 1/1057 (0.1%)
41 BS 0.63 0/902 0.78 0/1209

41 DS 0.66 0/902 0.76 0/1209

42 BT 0.64 0/740 0.79 0/993

42 DT 0.74 0/740 0.84 0/993

43 BU 0.53 0/789 0.76 0/1051

43 DU 0.56 0/789 0.76 0/1051

44 BV 0.36 0/1524 0.57 0/2068

44 DV 0.38 0/1524 0.57 0/2068

45 BW 0.50 0/613 0.71 0/816

45 DW 0.52 0/613 0.72 0/816

46 BX 0.73 0/702 0.98 2/932 (0.2%)
46 DX 0.82 0/702 1.04 2/932 (0.2%)
47 BY 0.55 0/523 0.87 1/690 (0.1%)
47 DY 0.72 0/523 0.98 3/690 (0.4%)
48 BZ 0.52 0/473 0.68 0/634

48 DZ 0.50 0/473 0.65 0/634

49 B1 0.23 0/229 0.40 0/309

49 D1 0.22 0/229 0.41 0/309

50 B2 0.61 0/419 0.80 0/567

50 D2 0.58 0/419 0.79 0/567

51 B3 0.28 0/388 0.46 0/518

51 D3 0.27 0/388 0.46 0/518

52 B4 0.72 0/427 0.89 0/561

52 D4 0.84 0/427 1.05 1/561 (0.2%)
53 B5 0.68 0/516 0.88 0/679

53 D5 0.69 0/516 0.88 1/679 (0.1%)
All All 0.85 | 416/305211 (0.1%) | 1.21 | 3317/456064 (0.7%)

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

Mol | Chain | #Chirality outliers | #Planarity outliers
25 DC 0 1
27 BE 0 1
27 DE 0 1

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

Mol | Chain | #Chirality outliers | #Planarity outliers
34 BL 0 5
34 DL 0 5
35 BM 0 1
35 DM 0 1
36 BN 0 1
36 DN 0 1
39 BQ 0 2
39 DQ 0 2
All All 0 21

The worst 5 of 416 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
23 DA 774 A N9-C4 | -13.87 1.29 1.37
23 DA | 1332 G N9-C4 | -11.99 1.28 1.38
23 DA | 1602 U C4-04 | 11.31 1.32 1.23
23 BA 1332 G N9-C4 | -11.02 1.29 1.38
23 DA 2249 U C4-04 | 10.67 1.32 1.23

The worst 5 of 3317 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
23 DA 761 A N1-C6-N6 | 30.82 137.09 118.60
23 BA 761 A N1-C6-N6 | 25.08 133.65 118.60
23 DA | 1332 G N3-C4-N9 | -24.42 111.35 126.00
23 DA | 1332 G N3-C4-C5 | 23.85 140.52 128.60
23 BA 1332 G N3-C4-N9 | -22.46 112.52 126.00

There are no chirality outliers.
5 of 21 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
27 BE 47 | GLY | Peptide
34 BL 29 LYS | Peptide
34 BL 37 | GLY | Peptide
34 BL 39 | LYS | Peptide
34 BL 9 ASN | Peptide
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5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 AA 32372 0 16339 1680 0
1 CA 32372 0 16339 1784 0
2 AB 1901 0 1951 173 0
2 CB 1901 0 1951 180 0
3 AC 1613 0 1677 180 0
3 CC 1613 0 1677 186 0
4 AD 1703 0 1764 192 0
4 CD 1703 0 1764 182 1
5 AE 1156 0 1213 141 0
5 CE 1156 0 1213 141 0
6 AF 843 0 857 96 1
6 CF 843 0 857 93 0
7 AG 1257 0 1296 95 0
7 CG 1257 0 1296 92 0
8 AH 1116 0 1177 133 0
8 CH 1116 0 1177 140 0
9 Al 1011 0 1043 100 0
9 CI 1011 0 1043 112 0

10 AJ 795 0 840 93 0
10 CJ 795 0 840 92 0
11 AK 885 0 904 76 0
11 CK 885 0 904 72 0
12 AL 971 0 1057 126 0
12 CL 971 0 1057 139 0
13 AM 929 0 987 83 0
13 CM 929 0 987 83 0
14 AN 492 0 530 49 0
14 CN 492 0 5932 61 0
15 AO 734 0 771 66 0
15 CO 734 0 771 60 0
16 AP 701 0 720 96 0
16 CPp 701 0 720 90 0
7 | AQ 824 0 803 66 0
17 CQ 824 0 893 7 0
18 AR 574 0 644 70 0
18 CR 574 0 644 70 0
19 AS 630 0 652 70 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
19 CS 630 0 652 60 0
20 AT 762 0 859 64 0
20 CT 762 0 859 70 0
21 AU 209 0 221 16 0
21 CU 209 0 221 17 0
22 AV 719 0 366 58 0
22 CV 719 0 366 57 0
23 BA 09440 0 29964 2618 0
23 DA 09442 0 29965 2593 0
24 BB 2551 0 1295 147 0
24 DB 2551 0 1295 148 0
25 BC 2105 0 2182 353 0
25 DC 2105 0 2182 347 0
26 BD 1564 0 1629 224 0
26 DD 1564 0 1629 224 0
27 BE 1587 0 1632 147 0
27 DE 1587 0 1632 155 0
28 BF 1475 0 1537 155 0
28 DF 1475 0 1537 150 0
29 BG 1223 0 1282 114 0
29 DG 1223 0 1282 121 0
30 BH 1133 0 1220 131 0
30 DH 1133 0 1220 133 0
31 BI 254 0 275 8 0
31 DI 254 0 275 8 0
32 BJ 1097 0 1168 170 0
32 DJ 1097 0 1168 158 0
33 BK 932 0 994 97 0
33 DK 932 0 994 100 0
34 BL 1114 0 1187 270 0
34 DL 1114 0 1187 279 0
35 BM 1079 0 1127 170 0
35 DM 1079 0 1127 172 0
36 BN 960 0 1021 153 0
36 DN 960 0 1021 142 0
37 BO 771 0 832 95 0
37 DO 771 0 832 100 0
38 BP 1144 0 1211 129 0
38 DP 1144 0 1211 132 0
39 BQ 953 0 1013 150 0
39 DQ 953 0 1013 155 0
40 BR 779 0 852 131 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
40 DR 779 0 852 128 0
41 BS 891 0 951 106 0
41 DS 891 0 951 110 0
42 BT 726 0 778 88 0
42 DT 726 0 778 92 0
43 BU 776 0 870 138 0
43 DU 776 0 870 139 0
44 BV 1492 0 1513 174 0
44 DV 1492 0 1513 171 0
45 BW 605 0 628 71 0
45 DW 605 0 628 63 0
46 BX 695 0 764 112 0
46 DX 695 0 764 106 0
47 BY 521 0 D75 81 0
47 DY 521 0 D75 81 0
48 BZ 468 0 023 46 0
48 DZ 468 0 923 46 0
49 B1 226 0 225 23 0
49 D1 226 0 225 24 0
50 B2 405 0 420 61 0
50 D2 405 0 420 64 0
51 B3 381 0 391 25 0
o1 D3 381 0 391 26 0
92 B4 419 0 467 50 0
52 D4 419 0 467 48 0
93 Bb5 508 0 D76 111 0
53 D5 508 0 576 110 0
o4 AA 163 0 0 0 0
o4 AD 1 0 0 0 0
o4 AV 4 0 0 0 0
o4 B2 1 0 0 0 0
o4 BA 408 0 0 0 0
o4 BB 17 0 0 0 0
o4 BK 1 0 0 0 0
o4 CA 140 0 0 0 0
o4 CP 1 0 0 0 0
o4 CV 1 0 0 0 0
o4 D2 1 0 0 0 0
54 D4 1 0 0 0 0
o4 DA 436 0 0 0 0
o4 DB 17 0 0 0 0
o4 DE 1 0 0 0 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
o4 DG 1 0 0 0 0
95 AD 1 0 0 0 0
95 AN 1 0 0 0 0
95 CD 1 0 0 0 0
95 CN 1 0 0 0 0
All All 282142 0 191729 18333 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 39.

The worst 5 of 18333 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)
34:DL:57:-THR:HG23 | 34:DL:59:LEU:HD22 1.22 1.20
34:DL:59:LEU:HA 34:DL:61:ARG:NE 1.55 1.20
35:BM:81:VAL:O 35:BM:82:ARG:HG2 1.39 1.19
34:BL:57:-THR:HG23 | 34:BL:59:LEU:HD22 1.21 1.19
52:D4:8:ASN:HD22 52:D4:8:ASN:C 1.42 1.18

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)
6:AF:15:ASP:OD1 | 4:CD:20:TYR:OH|[4_555] 2.18 0.02

5.3 Torsion angles (i)
5.3.1 Protein backbone (3)

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

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 AB 232/234 (99%) 172 (74%) | 40 (17%) | 20 (9%) |
2 CB 232/234 (99%) 173 (75%) | 38 (16%) | 21 (9%)

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 AC 204/206 (99%) 136 (67%) 43 (21% 25 (12%)
3 CC 204/206 (99%) 134 (66%) 45 (22% 25 (12%)
4 AD 206,208 (99%) 152 (74%) 38 16 (8%)
4 CD 206/208 (99%) 151 (73%) 40 15 (7%)
5 AE 149/151 (99%) 103 (69%) 34 12 (8%)
5 CE 149/151 (99%) 104 (70%) 34 11 (7%)
6 AF 99/101 (98%) 71 (72%) 17 11 (11%)
6 CF 99/101 (98%) 71 (72%) 18 10 (10%)
7 AG 153/155 (99%) 121 (79%) 27 5 (3%)
7 CG 153/155 (99%) 121 (79%) 27 5 (3%)
8 AH 136/138 (99%) 97 (71%) 29 10 (7%)
8 CH 136/138 (99%) 98 (72%) 28 10 (7%)
9 Al 125/127 (98%) 91 (73%) 31 3 (2%)
9 CI 125/127 (98%) 89 (71%) 32 4 (3%)
10 AJ 96,/98 (98%) 72 (75%) 20 4 (4%)
10 CJ 96,/98 (98%) 74 (77%) 18 4 (4%)
11 AK 117/119 (98%) 83 (71%) 29 5 (4%)
11 CK 117/119 (98%) 82 (70%) 30 5 (4%)
12 AL 122/124 (98%) 78 (64%) 28 16 (13%)
12 CL 122/124 (98%) 80 (66%) 27 15 (12%)
13 AM 114/116 (98%) 93 (82%) 17 4 (4%)
13 CM 114/116 (98%) 93 (82%) 17 4 (4%)
14 AN 58/60 (97%) 46 (79%) 3 (5%)
14 CN 58/60 (97%) 46 (79%) 3 (5%)
15 AO 86/88 (98%) 62 (72%) 17 (20% 7 (8%)
15 CO 86,/88 (98%) 61 (71%) 19 6 (7%)
16 AP 81/83 (98%) 46 (57%) 24 11 (14%)
16 CP 81/83 (98%) 46 (57%) 25 10 (12%)
17 AQ 97/99 (98%) 74 (76%) 16 7 (7%)
17 CQ 97/99 (98%) 75 (T7%) 16 6 (6%)
18 AR 68/70 (97%) 40 (59%) 19 (28% 9 (13%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
18 CR 68/70 (97%) 41 (60%) 18 (26% 9 (13%)
19 AS 76/78 (97%) 51 (67%) 21 4 (5%)
19 CS 76/78 (97%) 50 (66%) 21 5 (7%)
20 AT 97/99 (98%) 67 (69%) 23 7 (7%)
20 CT 97/99 (98%) 67 (69%) 23 (24% 7 (7%)
21 AU 22/24 (92%) 13 (59%) 1 (4%)
21 CU 22/24 (92%) 13 (59%) 1 (4%)
25 BC 269/271 (99%) 213 (79%) 36 20 (7%)
25 DC 269/271 (99%) 210 (78%) 39 20 (7%)
26 BD 202/204 (99%) 154 (76%) 34 14 (7%)
26 DD 202/204 (99%) 155 (77%) 32 15 (7%)
27 BE 200/202 (99%) 152 (76%) 32 16 (8%)
27 DE 200/202 (99%) 155 (78%) 30 15 (8%)
28 BF 179/181 (99%) 136 (76%) 31 12 (7%)
28 DF 179/181 (99%) 136 (76%) 31 12 (7%)
29 BG 157/159 (99%) 112 (71%) 35 10 (6%)
29 DG 157/159 (99%) 111 (71%) 36 10 (6%)
30 BH 143/145 (99%) 95 (66%) 29 (20% 19 (13%)
30 DH 143/145 (99%) 91 (64%) 31 21 (15%)
31 BI 28/65 (43%) 25 (89%) 0
31 DI 28/65 (43%) 25 (89%) 0
32 BJ 135/137 (98%) 97 (72%) 26 12 (9%)
32 DJ 135/137 (98%) 97 (72%) 24 (18% 14 (10%)
33 BK 120/122 (98%) 100 (83%) 9 (8%)
33 DK 120/122 (98%) 98 (82%) 14 8 (7%)
34 BL 144/146 (99%) 87 (60%) 31 26 (18%)
34 DL 144/146 (99%) 86 (60%) 35 23 (16%)
35 BM 134/136 (98%) 86 (64%) 28 20 (15%)
35 DM 134/136 (98%) 86 (64%) 30 18 (13%)
36 BN 115/117 (98%) 91 (79%) 13 11 (10%)
36 DN 115/117 (98%) 90 (78%) 15 10 (9%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
37 BO 96/98 (98%) 57 (59%)
37 DO 96,/98 (98%) 54 (56%)
38 BP 135/137 (98%) 101 (75%)
38 DP 135/137 (98%) 100 (74%)
39 BQ 114/116 (98%) 78 (68%)
39 DQ 114/116 (98%) 82 (72%)
40 BR 99/101 (98%) 70 (71%)
40 DR 99/101 (98%) 70 (71%)
41 BS 110/112 (98%) 88 (80%)
41 DS 110/112 (98%) 87 (79%)
42 BT 90/92 (98%) 69 (77%)
42 DT 90/92 (98%) 67 (74%)
43 BU 98/100 (98%) 55 (56%)
43 DU 98/100 (98%) 58 (59%)
44 BV 186,/188 (99%) 135 (73%)
44 DV 186/188 (99%) 135 (73%)
45 BW 74/76 (97%) 61 (82%)
45 DW 74/76 (97%) 60 (81%)
46 BX 86,/88 (98%) 57 (66%)
46 DX 86/88 (98%) 54 (63%)
47 BY 60/62 (97%) 45 (75%)
47 DY 60/62 (97%) 41 (68%)
48 BZ 57/59 (97%) 49 (86%)
48 DZ 57/59 (97%) 50 (88%)
49 B1 28/30 (93%) 15 (54%)
49 D1 28/30 (93%) 15 (54%)
50 B2 50/52 (96%) 40 (80%)
50 D2 50/52 (96%) 39 (78%)
51 B3 42 /44 (96%) 26 (62%)
51 D3 42 /44 (96%) 26 (62%)
52 B4 46/48 (96%) 42 (91%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
52 D4 46,/48 (96%) 42 (91%) 3 (6%) 1 (2%)

53 B5 61/63 (97%) 43 (70%) 12 (20%) 6 (10%)

53 D5 61/63 (97%) 44 (72%) 10 (16%) 7 (12%)

All All 11192/11458 (98%) | 8080 (72%) | 2125 (19%) | 987 (9%)

5 of 987 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 AB 204 ASN
3 AC 189 ALA
3 AC 196 LEU
4 AD 28 SER
4 AD 30 LYS

5.3.2 Protein sidechains (1)

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

resolution.

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
2 AB 202/202 (100%) 178 (88%) 24 (12%) 5019
2 CB 202/202 (100%) 179 (89%) 23 (11%) 5 21
3 AC 160/160 (100%) 146 (91%) 14 (9%) 10§ 33
3 CC 160/160 (100%) 145 (91%) 15 (9%) 81 30
4 AD 180/180 (100%) 150 (83%) 30 (17%) 2018
4 CD 180/180 (100%) 150 (83%) 30 (17%) 2118
5 | AE | 116/116 (100%) | 92 (79%) | 24 (21%) 1
5 CE | 116/116 (100%) | 94 (81%) | 22 (19%) 1} {4
6 AF 90/90 (100%) 82 (91%) 8 (9%) 91 33
6 CF 90/90 (100%) 83 (92%) 7 (8%) 121 39
7 AG 126/126 (100%) 121 (96%) 5 (4%) 31 60
7 CG 126/126 (100%) 121 (96%) 5 (4%) 31 60
8 AH 119/119 (100%) 102 (86%) 17 (14%) 30113

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
8 CH 119/119 (100%) 104 (87%) 15 (13%)
9 Al 98/98 (100%) 88 (90%) 10 (10%)
9 CI 98/98 (100%) 88 (90%) 10 (10%)
10 AJ 88/88 (100%) 78 (89%) 10 (11%)
10 CJ 88/88 (100%) 78 (89%) 10 (11%)
11 AK 90/90 (100%) 75 (83%) 15 (17%)
11 CK 90/90 (100%) 76 (84%) 14 (16%)
12 AL 104/104 (100%) 83 (80%) 21 (20%)
12 CL 104/104 (100%) 83 (80%) 21 (20%)
13 AM 94/94 (100%) 87 (93%) 7 (7%)
13 CM 94/94 (100%) 87 (93%) 7 (7%)
14 AN 49/49 (100%) 45 (92%) 4 (8%)
14 CN 49/49 (100%) 45 (92%) 4 (8%)
15 AO 79/79 (100%) 69 (87%) 10 (13%)
15 CO 79/79 (100%) 69 (87%) 10 (13%)
16 AP 72/72 (100%) 57 (79%) 15 (21%)
16 CP 72/72 (100%) 56 (78%) 16 (22%)
17 AQ 94/94 (100%) 78 (83%) 16 (17%)
17 CQ 94/94 (100%) 79 (84%) 15 (16%)
18 AR 61/61 (100%) 58 (95%) 3 (5%)
18 CR 61/61 (100%) 58 (95%) 3 (5%)
19 AS 69/69 (100%) 60 (87%) 9 (13%)
19 CS 69/69 (100%) 60 (87%) 9 (13%)
20 AT 76/76 (100%) 65 (86%) 11 (14%)
20 CT 76/76 (100%) 65 (86%) 11 (14%)
21 AU 19/19 (100%) 19 (100%) 0
21 CU 19/19 (100%) 19 (100%) 0
25 BC 213/213 (100%) 164 (77%) 49 (23%)
25 DC 213/213 (100%) 162 (76%) 51 (24%)
26 BD 165/165 (100%) 129 (78%) 36 (22%)
26 DD 165/165 (100%) 129 (78%) 36 (22%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
42 DT 74/74 (100%) 60 (81%) 14 (19%) |
43 BU 84/84 (100%) 66 (79%) 18 (21%)
43 DU 84/84 (100%) 67 (80%) 17 (20%)
44 BV 163/163 (100%) 142 (87%) 21 (13%)
44 DV 163/163 (100%) 141 (86%) 22 (14%)
45 BW 61/61 (100%) 52 (85%) 9 (15%)
45 DW 61/61 (100%) 53 (87%) 8 (13%)
46 BX 73/73 (100%) 50 (68%) 23 (32%)
46 DX 73/73 (100%) 50 (68%) 23 (32%)
47 BY 58/58 (100%) 46 (79%) 12 (21%)
47 DY 58/58 (100%) 46 (79%) 12 (21%)
48 BZ 51/51 (100%) 43 (84%) 8 (16%)
48 DZ 51/51 (100%) 43 (84%) 8 (16%)
49 B1 27/27 (100%) 26 (96%) 1 (4%)
49 D1 27/27 (100%) 26 (96%) 1 (4%)
50 B2 45/45 (100%) 40 (89%) 5 (11%)
50 D2 45/45 (100%) 39 (87%) 6 (13%)
51 B3 43/43 (100%) 38 (88%) 5 (12%)
51 D3 43/43 (100%) 38 (88%) 5 (12%)
52 B4 41/41 (100%) 29 (71%) 12 (29%)
52 D4 41/41 (100%) 28 (68%) 13 (32%)
53 B5 53/53 (100%) 42 (79%) 11 (21%)
53 D5 53/53 (100%) 43 (81%) 10 (19%)
All All 9462/9514 (100%) | 7811 (83%) | 1651 (17%)

5 of 1651 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
7 CG 104 LEU
26 DD 141 ILE
47 DY 5 GLU
9 CI 124 GLN
7 CG 91 VAL
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Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 245
such sidechains are listed below:

Mol | Chain | Res | Type
48 BZ 19 GLN
42 DT 55 ASN

9 CI 124 GLN
42 DT 31 HIS
48 DZ 52 HIS

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers

1 AA | 1505/1506 (99%) 293 (19%) 14 (0%)

1 CA 1505/1506 (99%) 294 (19%) 14 (0%)

22 AV 32/43 (74%) 3 (9%) 0

22 Y% 32/43 (74%) 3 (9%) 0

23 BA | 2755/2879 (95%) 584 (21%) 27 (0%)

23 DA | 2757/2879 (95%) 589 (21%) 29 (1%)

24 BB 118/119 (99%) 26 (22%) 0

24 DB 118/119 (99%) 27 (22%) 0

All All 8822/9094 (97%) 1819 (20%) 84 (0%)

5 of 1819 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 AA 6 G
1 AA 7 G
1 AA 9 G
1 AA 13 U
1 AA 14 U

5 of 84 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
23 DA 257 A
23 DA 1609 A
23 DA 479 A
23 DA 1022 G
23 DA | 2062 A
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5.4 Non-standard residues in protein, DNA, RNA chains (i)

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

5.5 Carbohydrates (i)

There are no monosaccharides in this entry.

5.6 Ligand geometry (i)

Of 1198 ligands modelled in this entry, 1198 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 | 1506/1506 (100%) 0.37 60 (3%) 38 37 | 51,122, 245, 498 0
1 CA | 1506/1506 (100%) 0.44 93 (6%) 1201 121 | 51, 126, 251, 414 0
2 AB 234/234 (100%) 1.06 43 (18% 113, 174, 244, 298 0
2 CB 234/234 (100%) 0.88 45 (19% 111, 177, 259, 325 0
3 AC 206,/206 (100%) 0.78 29 (14% 106, 160, 225, 263 0
3 cC 206,/206 (100%) 0.80 37 (17% 105, 161, 226, 271 0
4 AD 208,/208 (100%) 0.52 13 (6%) 20 21 | 90, 142, 199, 247 0
4 CD 208,/208 (100%) 1.16 44 (21%) fof 1) | 94, 146, 220, 300 0
5 AE 151/151 (100%) 0.36 8 (5%) 26 27 | 73,114, 172, 272 0
5 CE 151/151 (100%) 0.61 17 (11%) 6| | 72,117, 188, 252 0
6 AF 101/101 (100%) 0.77 15 (14%) 83, 135, 192, 270 0
6 CF 101/101 (100%) 0.23 5(4%) 28 29 | 79,131, 184, 246 0
7 AG 155/155 (100%) 1.25 46 (29%) fo)fof | 118, 187, 237, 333 0
7 CG 155/155 (100%) 1.70 58 (37%) 119, 187, 237, 286 0
8 AH 138/138 (100%) 0.49 77, 121, 166, 199 0
8 CH 138,138 (100%) 0.66 81, 123, 167, 219 0
9 Al 127/127 (100%) 1.64 IE 119, 225, 289, 345 0
9 CI 127/127 (100%) 1.68 Iﬂ 121, 225, 286, 354 0
10 AJ 98/98 (100%) 1.86 Iﬂ 118, 198, 278, 356 0
10 CJ 98/98 (100%) 1.96 |m 122, 197, 264, 351 0
11 | AK 119/119 (100%) 0.67 71, 111, 171, 263 0
11 CK 119/119 (100%) 0.41 74, 111, 178, 264 0
12 AL 124/124 (100%) 0.49 67, 107, 165, 268 0
12 CL 124/124 (100%) 0.85 70, 109, 178, 252 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
13 | AM | 116/116 (100%) 124 | 32 (27%) 134, 213, 299, 335 | 0
13 | CM | 116/116 (100%) 211 | 47 (40%) 135, 214, 309, 362 | 0
14 | AN 60,60 (100%) 143 | 14 (23%) 114, 166, 217, 235 | 0
14 | CON 60,60 (100%) 120 | 10 (16%) 116, 167, 227, 281 | 0
15 | AO 88/88 (100%) 0.14 | 1(1%) |80 66, 108, 159, 227 | 0
15 | co 88,88 (100%) 042 | 3(3%) 45 44 | 67,110, 166,241 | 0
16 | AP 83/83 (100%) 0.59 | 6(7%) |15 17| | 84, 118, 174, 214 | 0
16 | CP 83/83 (100%) 177 | 33 (39%) 87,123, 177,210 | 0
17 | AQ 99,/99 (100%) 027 | 2(2%) 65 64 | 78, 112,169,216 | 0
17 | cQ 99,/99 (100%) 0.74 79, 116, 166, 215 | 0
18 | AR 70/70 (100%) 0.96 84,128, 183, 284 | 0
18 | CR 70/70 (100%) 0.5 82,128, 192,232 | 0
19 | AS 78/78 (100%) 2.88 152, 210, 275, 321 | 0
19 | s 78/78 (100%) 3.14 151, 216, 291, 350 | 0
20 | AT 99/99 (100%) 0.58 86, 134, 203,241 | 0
20 | CT 99,/99 (100%) 1.16 92, 136, 212,269 | 0
o1 | AuU 24/24 (100%) 2.78 160, 225, 264, 322 | 0
21 | cu 24/24 (100%) 2.89 163, 218, 265, 364 | 0
22 | AV 34/43 (79%) 1.53 89, 196, 324, 362 | 0
22 | v 34/43 (79%) 2.05 92, 198,333,339 | 0
23 | BA | 27602879 (95%) 0.01 27,65, 180, 308 | 0
23 | DA | 2760/2879 (95%) 0.07 25,63, 178,410 | 0
24 | BB | 119/119 (100%) 0.21 ( 76,129, 182,232 | 0
24 | DB | 119/119 (100%) 0.20 ( 78,129, 184,236 | 0
25 | BC | 271/271 (100%) -0.09 ( 25,58, 109, 175 | 0
25 | DC | 271/271 (100%) 20.03 o [too] [100 18, 57,109,177 | 0
26 | BD | 204/204 (100%) 042 | 16 (7%) | 13|/ 14] | 36,73, 146,341 | 0
2 | DD | 204/204 (100%) 042 | 9(4%) 34 34 | 33,71,145,347 | 0
o7 | BE | 202/202 (100%) 006 | 1(0%) [9o1ll90l | 31,73, 155, 246 | 0
27 | DE | 202/202 (100%) 017 | 5(2%) 57 55 | 25,73,155,192 | 0
28 | BF | 181/181 (100%) 150 | 57 (31%) Fol[ol | 102, 182, 254, 314 | 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
28 DF 181/181 (100%) 1.49 58 (32%) mlm 104, 185, 268, 331 0
29 | BG 159/159 (100%) 1.59 56 (35%) 85, 143, 221, 343 0
29 | DG 159/159 (100%) 0.57 8 (5%) 28 29 | 79,136, 186, 235 0
30 | BH 145/145 (100%) 3.18 71 (48%) ol fof | 67, 243, 391, 482 0
30 | DH 145/145 (100%) 1.84 49 (33%) mlm 64, 236, 379, 480 0
31 BI 32/65 (49%) 5.87 30 (93%) mlm 171, 246, 347, 355 0
31 DI 32/65 (49%) 3.30 24 (75%) fo)jof | 168, 253, 310, 334 0
32 BJ 137/137 (100%) 0.13 51, 81, 142, 201 0
32 DJ 137/137 (100%) 0.04 52, 81, 146, 194 0
33 BK 122/122 (100%) 0.06 42,70, 111, 150 0
33 | DK 122/122 (100%) 0.20 41, 69, 111, 162 0
34 BL 146,146 (100%) 0.61 34, 97, 166, 309 0
34 DL 146,146 (100%) 0.52 32, 97, 163, 293 0
35 | BM 136,/136 (100%) 0.32 49, 89, 199, 370 0
35 | DM 136,136 (100%) 0.54 48, 88, 205, 406 0
36 BN 117/117 (100%) 0.31 45, 73, 137, 249 0
36 | DN 117/117 (100%) 0.21 43,73, 134, 235 0
37 | BO 98,/98 (100%) 1.25 82, 137, 197, 223 0
37 | DO 98/98 (100%) 1.00 80, 136, 190, 215 0
38 BP 137/137 (100%) 0.13 58, 93, 185, 250 0
38 DP 137/137 (100%) 0.42 55, 92, 190, 272 0
39 | BQ 116/116 (100%) -0.06 35, 75, 124, 239 0
39 | DQ 116/116 (100%) -0.21 26, 74, 126, 248 0
40 BR 101/101 (100%) 0.12 41, 105, 164, 264 0
40 | DR 101/101 (100%) 0.56 3(2%) 50 49 | 41,110, 156, 259 0
41 BS 112/112 (100%) 0.08 2 (1%) 68 67 | 44,59, 137, 254 0
41 DS 112/112 (100%) 0.11 5(4%) 33 33 | 43,59, 134, 255 0
42 BT 92/92 (100%) 0.00 1(1%) 1801179 | 45, 77,129, 170 0
42 | DT 92/92 (100%) 0.16 36, 73, 127, 169 0
43 BU 100,100 (100%) 1.63 62, 104, 257, 396 0
43 | DU 100,100 (100%) 1.37 61, 102, 251, 408 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
44 BV 188/188 (100%) 0.75 28 (14%) 83, 138, 195, 245 0
44 DV 188/188 (100%) 0.29 3(1%) 72 70 83, 139, 194, 230 0
45 BW 76/76 (100%) 0.46 5(6%) 1181120 58, 84, 138, 261 0
45 DW 76/76 (100%) 0.59 4 (5%) 26 27 59, 84, 135, 256 0
46 BX 88/88 (100%) 0.40 3(3%) 45 44 37,74, 153, 322 0
46 DX 88/88 (100%) 0.46 3 (3%) 39, 70, 153, 326 0
47 BY 62/62 (100%) 0.29 5 (8%) 57, 98, 209, 292 0
47 DY 62/62 (100%) 0.80 7 51, 96, 212, 328 0
48 BZ 59/59 (100%) 0.81 43, 81, 156, 299 0
48 DZ 59/59 (100%) 1.03 45, 85, 157, 305 0
49 B1 30/30 (100%) 2.71 184, 253, 295, 311 0
49 D1 30/30 (100%) 2.01 183, 261, 306, 358 0
50 B2 52/52 (100%) 0.47 26, 71, 187, 233 0
50 D2 52/52 (100%) 0.01 3(5%) 23 24 21, 72, 197, 229 0
51 B3 44/44 (100%) 7.97 39 (88%) mlm 139, 249, 299, 320 0
51 D3 44/44 (100%) 9.15 38 (86%) 141, 245, 312, 333 0
52 B4 48 /48 (100%) 0.06 1 (2%) 63 62 33, 43, 93, 194 0
52 D4 48 /48 (100%) -0.00 0 J100 Q] 100 21, 41, 91, 200 0
53 B5 63/63 (100%) 0.14 1 (1%) 72 70 45, 68, 131, 215 0
53 D5 63/63 (100%) 0.26 4 (6%) 20 21 45, 70, 132, 216 0
Al | AL | 20230/20552 (98%) | 055 | 1948 (9%) 18, 104, 241, 498 | 0

The worst 5 of 1948 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
51 D3 47 | THR 30.7
51 B3 41 | PRO 25.8
43 DU 52 | SER 24.8
51 B3 40 | CYS 23.7
51 B3 13 | CYS 23.7

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

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

There are no monosaccharides in this entry.

6.4 Ligands (i)

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

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3322 1/1 -0.12 0.38 95,95,95,95
54 MG BA | 3275 1/1 0.00 0.91 87,87,87,87
54 MG DA | 3284 1/1 0.05 0.33 | 134,134,134,134
54 MG DG 201 1/1 0.07 0.44 | 101,101,101,101
54 MG DA | 3055 1/1 0.08 0.86 93,93,93,93
54 MG AA | 1729 1/1 0.28 0.13 75,75,75,75
54 MG CA | 1725 1/1 0.31 0.17 | 105,105,105,105
54 MG AV 6304 1/1 0.32 0.44 | 118,118,118,118
54 MG DA | 3313 1/1 0.33 0.27 | 107,107,107,107
54 MG BA | 3176 1/1 0.38 0.33 99,99,99,99
54 MG BA | 2988 1/1 0.38 0.33 60,60,60,60
54 MG BA | 3305 1/1 0.41 0.58 | 103,103,103,103
54 | MG | CA | 1648 1/1 041 | 0.34 | 64,64,64,64
54 MG CA | 1704 1/1 0.41 0.52 | 108,108,108,108
54 MG DA | 3017 1/1 0.42 0.22 93,93,93,93
54 MG AA 1754 1/1 0.42 0.22 | 110,110,110,110
54 MG BA | 3141 1/1 0.43 0.17 78,78,78,78
54 MG DA 3033 1/1 0.45 0.47 | 101,101,101,101
54 MG BA | 3164 1/1 0.46 0.63 88,88,88,88
54 MG BA | 3263 1/1 0.46 0.23 80,80,80,80
54 MG BA | 3073 1/1 0.47 0.28 89,89,89,89
54 MG DA | 3105 1/1 0.47 0.51 75,75,75,75
54 MG BA 3217 1/1 0.47 0.34 | 111,111,111,111
54 MG DB 215 1/1 0.48 0.44 | 103,103,103,103
54 MG DA | 3278 1/1 0.49 0.34 75,75,75,75
54 MG DA | 3323 1/1 0.50 0.34 69,69,69,69
54 MG CA | 1697 1/1 0.50 0.47 74,74,74,74
54 MG DA | 3163 1/1 0.50 0.19 83,83,83,83
54 MG CA | 1639 1/1 0.51 0.63 66,66,66,66
54 MG DA | 3110 1/1 0.51 0.31 86,86,86,86
54 MG BA 3236 1/1 0.52 0.30 | 119,119,119,119 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA 3209 1/1 0.52 0.58 80,80,80,80 0
54 MG BA 3271 1/1 0.52 0.17 91,91,91,91 0
54 MG DA 3235 1/1 0.53 0.63 90,90,90,90 0
54 MG CA 1688 1/1 0.53 0.35 99,99,99,99 0
54 MG AA 1757 1/1 0.54 0.53 89,89,89,89 0
54 MG DA 3325 1/1 0.54 0.71 92,92,92,92 0
54 MG CA 1740 1/1 0.54 0.23 | 117,117,117,117 0
54 MG DA 2983 1/1 0.54 0.27 70,70,70,70 0
54 MG BA 3163 1/1 0.55 0.49 72,72,72,72 0
54 MG AA | 1702 1/1 0.56 1.09 94,94,94,94 0
54 MG DA | 3200 1/1 0.56 0.11 87,87,87,87 0
54 MG AD 302 1/1 0.56 0.18 87,87,87,87 0
54 MG DA | 3115 1/1 0.56 0.49 65,65,65,65 0
54 MG BA | 3025 1/1 0.57 0.30 65,65,65,65 0
54 MG DA 2999 1/1 0.57 0.43 76,76,76,76 0
54 MG DA 3324 1/1 0.58 0.51 78,78,78,78 0
54 MG DA 3078 1/1 0.58 0.60 79,79,79,79 0
54 MG BA | 3006 1/1 0.58 0.51 7T 0
54 MG DA | 3290 1/1 0.58 0.17 85,85,85,85 0
54 MG DA 3226 1/1 0.59 0.49 80,80,80,80 0
54 MG DA 3302 1/1 0.60 0.56 7T 0
54 | MG | BA |3225| 1/1 0.60 | 0.48 | 74,74,74,74 0
54 MG CA 1703 1/1 0.60 0.35 | 108,108,108,108 0
54 MG DA 3014 1/1 0.60 0.40 69,69,69,69 0
54 MG DA 3243 1/1 0.60 0.35 72,72,72,72 0
54 MG BA 3117 1/1 0.60 0.11 T 0
54 MG BA 3079 1/1 0.60 0.43 86,86,86,86 0
54 MG CA 1696 1/1 0.60 0.18 | 133,133,133,133 0
54 MG DA 3043 1/1 0.61 0.69 70,70,70,70 0
54 MG AA 1696 1/1 0.61 0.24 | 132,132,132,132 0
54 | MG | BA |3212| 1/1 0.61 | 0.45 | 119,119,119,119| 0
54 MG DA 3181 1/1 0.61 0.18 | 106,106,106,106 0
54 MG BA 3213 1/1 0.61 0.25 | 101,101,101,101 0
54 MG AA 1673 1/1 0.62 0.53 61,61,61,61 0
54 MG DA 3064 1/1 0.62 0.19 80,80,80,80 0
54 MG AA 1623 1/1 0.62 0.39 93,93,93.,93 0
54 MG DA 3238 1/1 0.62 0.29 58,58,58,58 0
o4 MG BA 2986 1/1 0.63 0.23 67,67,67,67 0
54 MG DA 3168 1/1 0.63 0.47 94,94,94,94 0
54 MG AA 1718 1/1 0.64 0.63 98,98,98,98 0
54 MG AA | 1698 1/1 0.64 0.47 88,88,88,88 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 | MG | DB | 212 | 1/1 064 | 0.14 | 70,70.70.70 0
54 | MG | AA | 1745 | 1/1 0.64 | 027 | 97.97.97.97 0
54 MG AA 1669 1/1 0.64 0.33 | 110,110,110,110 0
54 MG BA 3172 1/1 0.65 0.68 | 102,102,102,102 0
54 MG AA 1680 1/1 0.65 0.14 90,90,90,90 0
o4 MG DA 3174 1/1 0.65 0.51 42,42,42,42 0
54 MG CV 6301 1/1 0.65 0.22 98,98,98,98 0
54 MG DA | 3119 1/1 0.65 0.65 88,88,88,88 0
o4 MG DA 3265 1/1 0.65 0.33 | 120,120,120,120 0
54 MG BA 3084 1/1 0.66 0.41 51,51,51,51 0
54 MG BA 3189 1/1 0.66 0.44 88,88,88,88 0
54 MG CA 1705 1/1 0.66 0.24 54,54,54,54 0
54 MG DA 3030 1/1 0.67 0.41 71,71,71,71 0
54 MG DA 3249 1/1 0.67 0.36 56,56,56,56 0
54 MG AA 1618 1/1 0.67 0.09 91,91,91,91 0
54 MG DA 3222 1/1 0.67 0.53 70,70,70,70 0
54 MG DA 3037 1/1 0.67 0.18 7T 0
54 MG BA 3060 1/1 0.67 0.69 T4,74,74,74 0
54 MG AA 1734 1/1 0.67 0.37 | 103,103,103,103 0
54 MG DA 3308 1/1 0.67 0.37 91,91,91,91 0
54 | MG | AA | 1642 | 1/1 0.68 | 0.51 | 97,97,97,97 0
54 MG BA | 3178 1/1 0.68 0.50 72,72,72,72 0
54 MG AA | 1646 1/1 0.68 0.26 99,99,99,99 0
54 | MG | CA | 1724| 1/1 0.68 | 0.32 | 74747474 0
54 MG BA | 3149 1/1 0.68 0.73 82,82,82,82 0
54 | MG | BK | 201 | 1/1 0.68 | 0.19 | 91,01,91,01 0
54 MG DA | 2972 1/1 0.69 0.48 AT A7 47,47 0
54 MG CA | 1717 1/1 0.69 0.28 84,84,84,84 0
54 | MG | BA |3218| 1/1 0.69 | 0.29 | 115,115,115115 | 0
54 MG BA 3190 1/1 0.69 0.26 | 115,115,115,115 0
54 MG BB 205 1/1 0.69 0.41 71,71,71,71 0
54 MG BA 3219 1/1 0.69 0.80 66,66,66,66 0
54 MG DA 3100 1/1 0.70 0.45 59,59,59,59 0
54 MG AA 1722 1/1 0.70 0.28 83,83,83,83 0
54 MG AA 1610 1/1 0.70 0.28 78,78,78,78 0
54 MG BA 3114 1/1 0.70 0.66 78,78,78,78 0
54 MG DA 3087 1/1 0.70 0.30 67,67,67,67 0
54 MG DA 3246 1/1 0.70 0.60 67,67,67,67 0
54 MG DA | 3143 1/1 0.70 0.25 7T 0
54 MG DA 3094 1/1 0.71 0.30 76,76,76,76 0
54 | MG | BA |3027| 1/1 0.71 | 051 | 62,62,62,62 0
54 MG AA 1709 1/1 0.71 0.38 83,83,83,83 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA 3191 1/1 0.71 0.37 76,76,76,76 0
54 MG CA 1691 1/1 0.71 0.42 85,85,85,85 0
54 MG BA | 3283 1/1 0.71 0.16 76,76,76,76 0
54 MG DA 3050 1/1 0.71 0.09 | 105,105,105,105 0
54 MG BA 3303 1/1 0.71 0.20 98,98,98.,98 0
54 MG BA 3259 1/1 0.71 0.38 75,75,75,75 0
54 MG DA 3327 1/1 0.71 0.33 68,68,68,68 0
54 MG BA 3109 1/1 0.71 0.82 90,90,90,90 0
54 MG DA 3271 1/1 0.71 0.18 97,97,97,97 0
54 | MG | BA |3004| 1/1 0.71 | 1.28 | 74,74,74,74 0
54 MG DA | 3080 1/1 0.72 0.41 69,69,69,69 0
54 MG DA 3199 1/1 0.72 0.71 38,38,38,38 0
54 MG BA 3013 1/1 0.72 0.10 90,90,90,90 0
54 MG BA | 3136 1/1 0.72 0.23 87,87,87,87 0
54 MG DA | 3024 1/1 0.72 0.39 36,36,36,36 0
54 MG DA 3312 1/1 0.72 0.54 66,66,66,66 0
54 MG CA 1668 1/1 0.72 1.09 | 116,116,116,116 0
54 MG DA 3316 1/1 0.72 0.24 97,97,97.97 0
54 MG CA 1683 1/1 0.72 0.31 91,91,91,91 0
54 MG CA 1685 1/1 0.72 0.60 | 106,106,106,106 0
54 MG BA 3075 1/1 0.72 0.21 67,67,67,67 0
54 | MG | AA | 1747| 1/1 0.72 | 081 | 75,75,75,75 0
54 MG AA | 1661 1/1 0.72 0.41 65,65,65,65 0
54 MG DA 3251 1/1 0.72 0.37 63,63,63,63 0
54 MG BA 3036 1/1 0.72 0.24 92,92,92,92 0
54 MG AA 1706 1/1 0.72 0.38 | 103,103,103,103 0
54 MG AA 1700 1/1 0.73 0.56 98,98,98,98 0
o4 MG DA 3229 1/1 0.73 0.42 64,64,64,64 0
54 MG CA 1650 1/1 0.73 0.31 | 108,108,108,108 0
54 MG DA | 3196 1/1 0.73 1.08 39,39,39,39 0
54 MG BA | 3103 1/1 0.73 0.30 88,88,88,88 0
54 MG CA | 1636 1/1 0.73 0.33 93,93,93,93 0
54 MG CA 1637 1/1 0.73 0.17 | 112,112,112,112 0
54 MG AA 1713 1/1 0.73 0.30 93,93,93.,93 0
54 MG DB 216 1/1 0.73 0.36 88,88,88,88 0
54 MG DA 3262 1/1 0.73 0.27 82,82,82,82 0
54 MG DA 3258 1/1 0.74 0.48 T72,72,72,72 0
54 MG BA 3115 1/1 0.74 0.32 91,91,91,91 0
54 MG DA 3318 1/1 0.74 0.35 | 101,101,101,101 0
o4 MG AA 1762 1/1 0.74 0.10 | 155,155,155,155 0
54 MG BA | 3123 1/1 0.74 0.36 52,52,52,52 0
54 MG DA 3185 1/1 0.74 0.32 | 108,108,108,108 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 2938 1/1 0.74 0.27 66,66,66,66 0
54 MG BA | 3255 1/1 0.74 0.21 D7,57,57,57 0
o4 MG DA | 3332 1/1 0.74 0.45 60,60,60,60 0
54 MG DA | 3291 1/1 0.74 0.48 78,78,78,78 0
o4 MG BA | 3083 1/1 0.74 0.31 87,87,87,87 0
o4 MG DA | 3207 1/1 0.74 0.38 42,42,42 42 0
54 MG CA 1663 1/1 0.74 0.28 86,86,86,86 0
o4 MG BA | 3019 1/1 0.75 0.65 28,58,58,58 0
o4 MG CA 1614 1/1 0.75 0.33 89,89,89,89 0
o4 MG BA | 3226 1/1 0.75 0.42 81,81,81,81 0
o4 MG BA | 3139 1/1 0.75 0.32 78,78,78,78 0
o4 MG AA 1641 1/1 0.75 0.35 85,85,85,85 0
54 MG DA | 3244 1/1 0.75 0.27 87,87,87,87 0
54 MG AA 1739 1/1 0.75 0.15 | 129,129,129,129 0
o4 MG CA 1698 1/1 0.75 0.30 | 117,117,117,117 0
54 MG BA | 3218 1/1 0.75 0.67 75,75,75,75 0
o4 MG BA | 3308 1/1 0.75 0.47 94,94,94,94 0
o4 MG BA | 3110 1/1 0.75 0.14 86,86,86,86 0
54 MG BA | 3093 1/1 0.76 0.34 83,83,83,83 0
54 MG BA | 3281 1/1 0.76 0.33 84,84,84,84 0
o4 MG BA | 3118 1/1 0.76 0.43 | 109,109,109,109 0
54 MG DA | 3061 1/1 0.76 0.27 75,75,75,75 0
54 MG AA 1693 1/1 0.76 0.32 74,74,74,74 0
54 MG AA 1645 1/1 0.76 0.59 79,79,79,79 0
54 MG AA 1626 1/1 0.76 0.15 62,62,62,62 0
54 MG DA | 3085 1/1 0.76 0.13 89,89,89,89 0
54 MG AA 1763 1/1 0.76 0.13 96,96,96,96 0
54 MG DA | 3300 1/1 0.76 0.21 68,68,68,68 0
o4 MG BA | 3062 1/1 0.76 0.36 76,76,76,76 0
54 MG DA | 2940 1/1 0.76 0.71 51,61,51,51 0
54 MG DA | 3101 1/1 0.76 0.77 72,72,72,72 0
54 MG CA 1632 1/1 0.77 0.27 79,79,79,79 0
54 MG BA | 3240 1/1 0.77 0.10 | 114,114,114,114 0
54 MG DA | 3134 1/1 0.77 0.16 71,71,71,71 0
54 MG AA 1640 1/1 0.77 0.44 | 106,106,106,106 0
54 MG BA | 3306 1/1 0.77 0.38 74,74,74,74 0
54 MG DA | 3281 1/1 0.77 0.29 73,73,73,73 0
o4 MG BA | 3188 1/1 0.77 0.38 45,45,45,45 0
o4 MG AA 1689 1/1 0.77 0.26 68,68,68,68 0
54 MG AA 1691 1/1 0.77 0.42 78,78,78,78 0
o4 MG DB 209 1/1 0.77 0.12 75,75,75,75 0
o4 MG BA | 3299 1/1 0.77 0.28 80,80,80,80 0

Continued on next page...
grDe



Page 83

wwPDB X-ray Structure Validation Summary Report

4Vg4

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG CA 1616 1/1 0.77 0.47 75,75,75,75 0
54 MG DA | 2987 1/1 0.77 0.44 70,70,70,70 0
54 MG DA | 3057 1/1 0.77 0.22 99,59,59,59 0
o4 MG AV 6302 1/1 0.78 0.48 | 121,121,121,121 0
54 MG CA 1641 1/1 0.78 0.13 85,85,85,85 0
54 MG BA | 3072 1/1 0.78 0.43 67,67,67,67 0
o4 MG DA | 3298 1/1 0.78 0.67 79,79,79,79 0
o4 MG CA 1711 1/1 0.78 0.36 87,87,87,87 0
54 MG BA | 3267 1/1 0.78 0.47 86,86,86,86 0
o4 MG DA | 3307 1/1 0.78 0.38 73,73,73,73 0
o4 MG AA 1720 1/1 0.78 0.24 69,69,69,69 0
54 MG DA | 3309 1/1 0.78 0.38 30,30,30,30 0
54 MG BA | 3095 1/1 0.78 0.13 83,83,83,83 0
54 MG BA | 3157 1/1 0.78 0.29 68,68,68,68 0
54 MG DA | 3049 1/1 0.78 0.21 96,56,56,56 0
54 MG DA | 3317 1/1 0.78 0.42 97,97,97,97 0
54 MG CPp 101 1/1 0.78 0.17 96,96,96,96 0
54 MG DA | 3162 1/1 0.78 0.16 | 143,143,143,143 0
o4 MG BA | 3158 1/1 0.78 0.20 | 105,105,105,105 0
54 MG AA 1621 1/1 0.78 0.61 74,74,74,74 0
54 MG CA 1621 1/1 0.78 0.39 67,67,67,67 0
o4 MG BA | 3253 1/1 0.78 0.36 76,76,76,76 0
o4 MG DA | 3263 1/1 0.78 0.36 63,63,63,63 0
54 MG DB 206 1/1 0.78 0.29 99,99,99,99 0
o4 MG BA | 3287 1/1 0.78 0.44 74,74,74,74 0
o4 MG DA | 3267 1/1 0.78 0.25 76,76,76,76 0
o4 MG DA | 3186 1/1 0.78 0.13 90,90,90,90 0
54 MG AA 1695 1/1 0.78 0.38 83,83,83,83 0
54 MG DA | 2993 1/1 0.78 0.08 69,69,69,69 0
o4 MG BA | 3302 1/1 0.79 0.31 | 121,121,121,121 0
54 MG CA 1610 1/1 0.79 0.28 T 0
o4 MG BA | 3061 1/1 0.79 0.21 91,91,91,91 0
o4 MG DA | 2959 1/1 0.79 0.39 96,56,56,56 0
54 MG DA | 3072 1/1 0.79 0.60 73,73,73,73 0
o4 MG DA | 3296 1/1 0.79 0.15 | 104,104,104,104 0
o4 MG DA | 3116 1/1 0.79 0.25 | 115,115,115,115 0
54 MG AA 1723 1/1 0.79 0.51 81,81,81,81 0
o4 MG DA | 3130 1/1 0.79 0.32 82,82,82,82 0
o4 MG BA | 3212 1/1 0.79 0.40 69,69,69,69 0
54 MG DA | 3136 1/1 0.79 0.37 68,68,68,68 0
o4 MG CA 1658 1/1 0.79 0.42 | 110,110,110,110 0
o4 MG DA | 3311 1/1 0.79 0.15 95,95,95,95 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3291 1/1 0.79 0.28 68,68,68,68 0
54 MG BA | 3155 1/1 0.79 0.38 85,85,85,85 0
o4 MG D4 101 1/1 0.79 0.55 59,55,55,55 0
54 MG AA | 1753 1/1 0.80 0.34 | 102,102,102,102 0
54 MG DA | 3111 1/1 0.80 0.39 67,67,67,67 0
54 MG AA | 1649 1/1 0.80 0.37 89,89,89.,89 0
54 MG BA | 3143 1/1 0.80 0.52 84,84,84,84 0
o4 MG BB 206 1/1 0.80 0.23 70,70,70,70 0
o4 MG BA | 2969 1/1 0.80 0.15 37,37,37,37 0
54 MG BA | 3033 1/1 0.80 0.19 67,67,67,67 0
54 MG AA | 1719 1/1 0.80 0.28 78,78,78,78 0
54 MG DA | 3142 1/1 0.80 0.18 | 109,109,109,109 0
54 MG BA | 3037 1/1 0.80 0.14 93,93,93,93 0
54 MG DA | 2970 1/1 0.80 0.19 67,67,67,67 0
o4 MG DA | 3097 1/1 0.80 0.29 94,94,94,94 0
o4 MG DA | 3242 1/1 0.80 0.31 96,96,96,96 0
54 MG DA | 3299 1/1 0.80 0.34 68,68,68,68 0
54 MG DA | 3165 1/1 0.80 0.62 71,71,71,71 0
54 MG BA | 3229 1/1 0.80 0.28 62,62,62,62 0
54 MG DA | 3169 1/1 0.80 0.12 | 112,112,112,112 0
54 MG BA | 3078 1/1 0.80 0.10 83,83,83,83 0
o4 MG CA | 1684 1/1 0.80 0.14 | 117,117,117,117 0
o4 MG BA | 3268 1/1 0.81 0.77 58,58,58,58 0
54 MG BA | 3101 1/1 0.81 0.45 75,75,75,75 0
54 MG DA | 3127 1/1 0.81 0.37 90,90,90,90 0
54 MG CA | 1671 1/1 0.81 0.24 74,74,74,74 0
54 MG DA | 3131 1/1 0.81 0.45 66,66,66,66 0
54 MG DA | 3065 1/1 0.81 0.36 56,56,56,56 0
o4 MG DA | 3071 1/1 0.81 0.38 64,64,64,64 0
o4 MG DA | 3141 1/1 0.81 0.14 95,95,95,95 0
54 MG BA | 3204 1/1 0.81 0.35 74,74,74,74 0
54 MG DA | 3074 1/1 0.81 0.31 64,64,64,64 0
54 MG DA | 3149 1/1 0.81 0.45 74,74,74,74 0
54 MG AA | 1701 1/1 0.81 0.36 83,83,83,83 0
o4 MG BA | 3026 1/1 0.81 0.40 82,82,82,82 0
o4 MG CA | 1687 1/1 0.81 0.27 64,64,64,64 0
o4 MG DA | 3021 1/1 0.81 0.17 67,67,67,67 0
54 MG BA | 3038 1/1 0.81 0.17 65,65,65,65 0
54 MG AA | 1685 1/1 0.81 0.16 | 106,106,106,106 0
54 MG DA | 3098 1/1 0.81 0.37 71,71,71,71 0
54 MG BA | 3159 1/1 0.81 0.42 78,78,78,78 0
o4 MG DA | 2932 1/1 0.81 0.54 38,38,38,38 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3220 1/1 0.81 0.33 56,56,56,56 0
54 MG AA | 1612 1/1 0.81 0.25 64,64,64,64 0
54 MG CA | 1700 1/1 0.81 0.50 65,65,65,65 0
54 MG DA | 3202 1/1 0.81 0.67 44,4444 44 0
54 MG CA | 1701 1/1 0.81 0.34 | 112,112/112,112 0
o4 MG BA | 3112 1/1 0.82 0.34 68,68,68,68 0
54 MG AA | 1761 1/1 0.82 0.20 | 104,104,104,104 0
54 MG CA | 1727 1/1 0.82 0.26 75,75,75,75 0
54 MG CA | 1736 1/1 0.82 1.14 | 115,115,115,115 0
54 MG BA | 3090 1/1 0.82 0.34 69,69,69,69 0
54 MG BA | 3031 1/1 0.82 0.84 87,87,87,87 0
o4 MG DA | 3029 1/1 0.82 0.23 70,70,70,70 0
o4 MG BB 210 1/1 0.82 0.10 | 100,100,100,100 0
o4 MG BB 213 1/1 0.82 0.65 84,84,84,84 0
54 MG DA | 3205 1/1 0.82 0.32 48,48,48,48 0
54 MG DA | 3092 1/1 0.82 0.09 98,98,98,98 0
54 MG BB 217 1/1 0.82 0.15 78,78,78,78 0
54 MG BA | 3262 1/1 0.82 0.39 60,60,60,60 0
o4 MG DA | 3289 1/1 0.82 0.54 92,92,92,92 0
o4 MG BA | 3023 1/1 0.82 0.51 64,64,64,64 0
54 MG DA | 3334 1/1 0.82 0.25 72,72,72,72 0
54 MG DA | 3161 1/1 0.82 0.29 74,74,74,74 0
54 MG DA | 3295 1/1 0.82 0.27 63,63,63,63 0
54 MG DA | 3231 1/1 0.82 0.70 60,60,60,60 0
54 MG BA | 3145 1/1 0.82 0.19 67,67,67,67 0
o4 MG BA | 3119 1/1 0.82 0.28 64,64,64,64 0
o4 MG BA | 3208 1/1 0.82 0.24 48,48,48,48 0
54 MG BA | 3175 1/1 0.82 0.35 85,85,85,85 0
54 MG DA | 3113 1/1 0.83 0.09 71,71,71,71 0
54 MG DA | 3212 1/1 0.83 0.49 78,78,78,78 0
54 MG DA | 3268 1/1 0.83 0.43 81,81,81,81 0
54 MG BA | 3295 1/1 0.83 0.60 70,70,70,70 0
o4 MG BA | 3138 1/1 0.83 0.14 | 100,100,100,100 0
54 MG AA | 1667 1/1 0.83 0.51 61,61,61,61 0
54 MG DA | 3230 1/1 0.83 0.21 63,63,63,63 0
54 MG DA | 3120 1/1 0.83 0.64 66,66,66,66 0
54 MG DA | 3088 1/1 0.83 0.10 70,70,70,70 0
54 MG DA | 3175 1/1 0.83 0.18 81,81,81,81 0
o4 MG AA | 1651 1/1 0.83 0.51 97,97,97,97 0
o4 MG DA | 3059 1/1 0.83 0.21 67,67,67,67 0
54 MG DA | 3297 1/1 0.83 0.38 49,49,49.,49 0
54 MG CA | 1601 1/1 0.83 0.45 53,53,53,53 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1664 1/1 0.83 0.62 | 103,103,103,103 0
54 MG CA | 1723 1/1 0.83 0.24 | 141,141,141,141 0
54 MG BA | 2985 1/1 0.83 0.52 54,54,54,54 0
54 MG AA | 1737 1/1 0.83 0.25 86,86,86,86 0
54 MG AA | 1738 1/1 0.83 0.28 70,70,70,70 0
o4 MG BA | 3091 1/1 0.83 0.40 56,56,56,56 0
54 MG DA | 3269 1/1 0.84 0.51 91,91,91,91 0
54 MG AA | 1712 1/1 0.84 0.50 75,75,75,75 0
54 MG DA | 3276 1/1 0.84 0.17 | 128,128,128,128 0
54 MG DA | 3082 1/1 0.84 0.42 70,70,70,70 0
54 MG BA | 3165 1/1 0.84 0.26 71,71,71,71 0
o4 MG AA | 1614 1/1 0.84 0.52 85,85,85,85 0
o4 MG DA | 3177 1/1 0.84 0.32 62,62,62,62 0
o4 MG DA | 3178 1/1 0.84 0.27 83,83,83,83 0
54 MG AA | 1653 1/1 0.84 0.32 89,89,89,89 0
54 MG AA | 1676 1/1 0.84 0.15 63,63,63,63 0
54 MG DA | 3010 1/1 0.84 0.65 51,51,51,51 0
54 MG DA | 3012 1/1 0.84 0.38 45,45,45,45 0
54 MG DA | 3013 1/1 0.84 0.26 44,4444 44 0
o4 MG BA | 3009 1/1 0.84 0.51 87,87,87,87 0
54 MG AA | 1660 1/1 0.84 0.30 59,59,59,59 0
54 MG DA | 3103 1/1 0.84 0.41 79,79,79,79 0
54 MG CA | 1706 1/1 0.84 0.53 | 101,101,101,101 0
54 MG CA | 1708 1/1 0.84 0.14 | 143,143,143,143 0
54 MG BA | 3098 1/1 0.84 0.19 78,78,78,78 0
o4 MG DA | 3220 1/1 0.84 0.28 70,70,70,70 0
o4 MG AA | 1704 1/1 0.84 0.20 81,81,81,81 0
54 MG BA | 3066 1/1 0.84 0.46 56,56,56,56 0
54 MG DA | 3034 1/1 0.84 0.29 65,65,65,65 0
54 MG BA | 3146 1/1 0.84 0.29 83,83,83,83 0
54 MG BA | 3266 1/1 0.84 0.19 98,98,98,98 0
54 MG DA | 3047 1/1 0.84 0.34 66,66,66,66 0
o4 MG BA | 3069 1/1 0.84 0.13 | 109,109,109,109 0
54 MG CA | 1733 1/1 0.84 0.12 72,72,72,72 0
54 MG CA | 1735 1/1 0.84 0.27 61,61,61,61 0
54 MG AA | 1681 1/1 0.84 0.16 99,99,99,99 0
54 MG CA | 1672 1/1 0.84 0.30 62,62,62,62 0
54 MG AA | 1682 1/1 0.84 0.40 85,85,85,85 0
o4 MG DB 203 1/1 0.84 0.19 82,82,82,82 0
o4 MG BB 216 1/1 0.84 0.18 79,79,79,79 0
54 MG BA | 2971 1/1 0.84 0.34 65,65,65,65 0
54 MG BA | 2975 1/1 0.84 0.19 37,37,37,37 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1755 1/1 0.84 0.32 | 103,103,103,103 0
54 MG CA | 1608 1/1 0.84 0.11 61,61,61,61 0
54 MG BA | 3280 1/1 0.84 0.39 70,70,70,70 0
54 MG DA | 3166 1/1 0.84 0.12 87,87,87,87 0
54 MG DA | 3003 1/1 0.85 0.36 41,41,41,41 0
o4 MG DA | 3004 1/1 0.85 0.33 67,67,67,67 0
54 MG BA | 3104 1/1 0.85 0.34 63,63,63,63 0
54 MG BA | 3051 1/1 0.85 0.34 66,66,66,66 0
54 MG CA | 1674 1/1 0.85 0.15 74,74,74,74 0
54 MG DA | 3223 1/1 0.85 0.61 45,45,45,45 0
54 MG BA | 3054 1/1 0.85 0.18 46,46,46,46 0
o4 MG DA | 3228 1/1 0.85 0.45 51,51,51,51 0
o4 MG BA | 3282 1/1 0.85 0.37 62,62,62,62 0
o4 MG BA | 3005 1/1 0.85 0.53 69,69,69,69 0
54 MG DA | 3023 1/1 0.85 0.24 49,49,49.49 0
54 MG DA | 3090 1/1 0.85 0.21 71,71,71,71 0
54 MG BA | 3248 1/1 0.85 0.16 70T 0
54 MG AA | 1644 1/1 0.85 0.27 53,53,53,53 0
o4 MG AA | 1677 1/1 0.85 0.44 64,64,64,64 0
o4 MG BA | 3258 1/1 0.85 0.21 | 104,104,104,104 0
54 MG BA | 3301 1/1 0.85 0.65 66,66,66,66 0
54 MG DA | 3172 1/1 0.85 0.35 81,81,81,81 0
54 MG AV | 6301 1/1 0.85 0.10 72,72,72,72 0
54 MG DA | 3256 1/1 0.85 0.21 82,82,82,82 0
54 MG CA | 1699 1/1 0.85 0.72 71,71,71,71 0
o4 MG DA | 3259 1/1 0.85 0.53 | 108,108,108,108 0
o4 MG BA | 3068 1/1 0.85 0.34 59,59,59,59 0
54 MG BA | 3034 1/1 0.85 0.87 | 102,102,102,102 0
54 MG AA | 1678 1/1 0.85 0.25 | 115,115,115,115 0
54 MG BA | 3099 1/1 0.85 0.15 78,78,78,78 0
54 MG BA | 3100 1/1 0.85 0.07 70T 0
54 MG AA ] 1679 1/1 0.85 0.58 78,78,78,78 0
o4 MG BA | 3221 1/1 0.85 0.34 48,48,48,48 0
54 MG DA | 3274 1/1 0.85 0.39 62,62,62,62 0
54 MG DA | 2995 1/1 0.85 0.56 48,48,48,48 0
54 MG DA | 3201 1/1 0.85 0.45 72,72,72,72 0
54 MG AA | 1674 1/1 0.85 0.50 79,79,79,79 0
54 MG DA | 3128 1/1 0.85 0.21 | 114,114,114,114 0
o4 MG BA | 3125 1/1 0.86 0.26 87,87,87,87 0
o4 MG AA | 1697 1/1 0.86 0.36 80,80,80,80 0
54 MG AA | 1658 1/1 0.86 0.09 94,94,94,94 0
54 MG AV | 6303 1/1 0.86 0.13 67,67,67,67 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3140 1/1 0.86 0.43 76,76,76,76 0
54 MG BA | 3030 1/1 0.86 0.15 57,57,57,57 0
54 MG AA ] 1639 1/1 0.86 0.35 79,79,79,79 0
54 MG BA | 2948 1/1 0.86 0.72 39,39,39,39 0
54 MG AA ] 1675 1/1 0.86 0.15 70T 0
o4 MG DA | 3187 1/1 0.86 0.22 90,90,90,90 0
54 MG DA | 3189 1/1 0.86 0.25 37,37,37,37 0
54 MG BB 211 1/1 0.86 0.49 | 112,112,112,112 0
54 MG DA | 3068 1/1 0.86 0.41 72,72,72,72 0
54 MG BA | 3116 1/1 0.86 0.39 85,85,85,85 0
54 MG BA | 3012 1/1 0.86 0.16 91,91,91,91 0
o4 MG BA | 3242 1/1 0.86 0.35 44,4444 44 0
o4 MG BA | 3197 1/1 0.86 0.37 57,57,57,57 0
o4 MG B2 101 1/1 0.86 0.54 64,64,64,64 0
54 MG BA | 3284 1/1 0.86 0.89 85,85,85,85 0
54 MG BA | 3201 1/1 0.86 0.20 80,80,80,80 0
54 MG AA | 1643 1/1 0.86 0.33 70,70,70,70 0
54 MG DA | 3279 1/1 0.86 0.09 88,88,88,88 0
54 MG CA | 1738 1/1 0.86 0.51 81,81,81,81 0
o4 MG DA | 3027 1/1 0.86 0.49 53,53,53,53 0
54 MG CA | 1612 1/1 0.86 0.93 58,58,58,58 0
54 MG AA | 1717 1/1 0.86 0.35 81,81,81,81 0
54 MG CA | 1694 1/1 0.86 0.32 59,59,59,59 0
54 MG AA | 1731 1/1 0.86 0.27 76,76,76,76 0
54 MG CA | 1620 1/1 0.86 0.11 79,79,79,79 0
o4 MG BA | 2968 1/1 0.87 0.47 51,51,51,51 0
o4 MG CA | 1645 1/1 0.87 0.64 72,72,72,72 0
54 MG CA | 1646 1/1 0.87 0.15 78,78,78,78 0
54 MG AA | 1625 1/1 0.87 1.01 88,88,88,88 0
54 MG DA | 3109 1/1 0.87 0.31 54,54,54,54 0
54 MG BA | 3111 1/1 0.87 0.54 46,46,46,46 0
54 MG DA | 3288 1/1 0.87 0.43 78,78,78,78 0
o4 MG BA | 3265 1/1 0.87 0.33 80,80,80,80 0
54 MG CA | 1662 1/1 0.87 0.76 86,86,86,86 0
54 MG AA | 1655 1/1 0.87 0.72 72,72,72,72 0
54 MG DA | 3294 1/1 0.87 0.28 61,61,61,61 0
54 MG BA | 3113 1/1 0.87 0.29 71,71,71,71 0
54 MG BA | 3039 1/1 0.87 0.19 94,94,94,94 0
o4 MG BA | 3041 1/1 0.87 0.22 67,67,67,67 0
o4 MG DA | 3121 1/1 0.87 0.21 69,69,69,69 0
54 MG BA | 3048 1/1 0.87 0.34 67,67,67,67 0
54 MG BA | 3050 1/1 0.87 0.17 41,41,41,41 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1740 1/1 0.87 0.34 80,80,80,80 0
54 MG AA | 1707 1/1 0.87 0.29 | 100,100,100,100 0
54 MG BA | 3168 1/1 0.87 0.20 76,76,76,76 0
54 MG CA | 1607 1/1 0.87 0.27 52,52,52,52 0
54 MG BA | 3169 1/1 0.87 0.52 75,75,75,75 0
o4 MG BA | 3171 1/1 0.87 0.19 68,68,68,68 0
54 MG AA | 1758 1/1 0.87 0.14 73,73,73,73 0
54 MG BA | 3173 1/1 0.87 0.51 80,80,80,80 0
54 MG DA | 3152 1/1 0.87 0.21 70T 0
54 MG DA | 2994 1/1 0.87 0.13 67,67,67,67 0
54 MG DA | 3320 1/1 0.87 0.41 58,58,58,58 0
o4 MG DA | 3077 1/1 0.87 0.61 67,67,67,67 0
o4 MG BA | 3288 1/1 0.87 0.62 62,62,62,62 0
o4 MG CA | 1618 1/1 0.87 0.72 63,63,63,63 0
54 MG AA | 1699 1/1 0.87 0.26 91,91,91,91 0
54 MG BA | 2996 1/1 0.87 0.29 54,54,54,54 0
54 MG DA | 3006 1/1 0.87 0.12 74,74,74,74 0
54 MG DA | 3260 1/1 0.87 0.50 | 102,102,102,102 0
o4 MG CA | 1628 1/1 0.87 0.20 | 100,100,100,100 0
o4 MG BA | 3000 1/1 0.87 0.16 65,65,65,65 0
54 MG DB 208 1/1 0.87 0.31 96,96,96,96 0
54 MG DA | 3091 1/1 0.87 0.49 | 125,125,125,125 0
54 MG CA | 1634 1/1 0.87 0.26 60,60,60,60 0
54 MG DB 214 1/1 0.87 0.20 90,90,90,90 0
54 MG BA | 2931 1/1 0.87 0.47 32,32,32,32 0
o4 MG AA | 1752 1/1 0.87 0.93 81,81,81,81 0
o4 MG BA | 2963 1/1 0.87 0.19 54,54,54,54 0
54 MG D2 101 1/1 0.87 0.27 66,66,66,66 0
54 MG DA | 3272 1/1 0.87 0.43 41,41,41,41 0
54 MG DA | 3184 1/1 0.88 0.28 | 117,117,117,117 0
54 MG CA | 1731 1/1 0.88 0.13 90,90,90,90 0
54 MG BA | 3252 1/1 0.88 0.12 92,92,92,92 0
o4 MG DA | 3282 1/1 0.88 0.14 96,96,96,96 0
54 MG BA | 3289 1/1 0.88 0.25 65,65,65,65 0
54 MG DA | 3285 1/1 0.88 0.34 | 113,113,113,113 0
54 MG DA | 3286 1/1 0.88 0.34 98,98,98,98 0
54 MG DA | 3287 1/1 0.88 0.51 69,69,69,69 0
54 MG CA | 1681 1/1 0.88 0.42 81,81,81,81 0
o4 MG DA | 3032 1/1 0.88 0.10 49,49,49,49 0
o4 MG CA | 1611 1/1 0.88 0.19 76,76,76,76 0
54 MG BA | 3200 1/1 0.88 0.33 64,64,64,64 0
54 MG BA | 3108 1/1 0.88 0.42 99,99,99,99 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3041 1/1 0.88 0.17 51,51,51,51 0
54 MG BA | 3127 1/1 0.88 0.76 56,56,56,56 0
54 MG BA | 3300 1/1 0.88 0.45 83,83,83,83 0
54 MG BA | 3133 1/1 0.88 0.26 67,67,67,67 0
54 MG AA ] 1650 1/1 0.88 0.29 | 103,103,103,103 0
o4 MG DA | 2945 1/1 0.88 0.61 41,41,41,41 0
54 MG BA | 2976 1/1 0.88 0.47 70,70,70,70 0
54 MG AA | 1684 1/1 0.88 0.37 95,95,95,95 0
54 MG CA | 1633 1/1 0.88 0.48 | 102,102,102,102 0
54 MG DA | 2977 1/1 0.88 0.18 47474747 0
54 MG AA | 1663 1/1 0.88 0.13 70,70,70,70 0
o4 MG AA ] 1629 1/1 0.88 0.36 72,72,72,72 0
o4 MG DA | 3069 1/1 0.88 0.17 81,81,81,81 0
o4 MG DA | 3070 1/1 0.88 0.27 70,70,70,70 0
54 MG BA | 3022 1/1 0.88 0.14 7T 0
54 MG DA | 3145 1/1 0.88 0.42 70,70,70,70 0
54 MG BA | 2991 1/1 0.88 0.16 36,36,36,36 0
54 MG BB 208 1/1 0.88 0.47 | 109,109,109,109 0
o4 MG DA | 3154 1/1 0.88 0.33 94,94,94,94 0
o4 MG DA | 3158 1/1 0.88 0.18 59,59,59,59 0
54 MG BA | 2966 1/1 0.88 0.09 75,75,75,75 0
54 MG BA | 3148 1/1 0.88 0.35 68,68,68,68 0
54 MG DA | 3330 1/1 0.88 0.38 69,69,69,69 0
54 MG AA ] 1690 1/1 0.88 0.09 | 117,117,117,117 0
54 MG BA | 3150 1/1 0.88 0.38 79,79,79,79 0
o4 MG DA | 3009 1/1 0.88 0.48 49,49,49,49 0
o4 MG CA | 1715 1/1 0.88 0.36 74,74,74,74 0
54 MG DB 207 1/1 0.88 0.28 72,72,72,72 0
54 MG BA | 3049 1/1 0.88 0.14 86,86,86,86 0
54 MG DA | 3170 1/1 0.88 0.20 80,80,80,80 0
54 MG DA | 3089 1/1 0.88 0.26 76,76,76,76 0
54 MG DA | 3173 1/1 0.88 0.18 97,97,97,97 0
o4 MG BA | 3241 1/1 0.88 0.26 60,60,60,60 0
54 MG AA | 1665 1/1 0.88 0.26 82,82,82,82 0
54 MG DE 301 1/1 0.88 0.24 44,44,44, 44 0
54 MG BA | 3243 1/1 0.88 0.17 82,82,82,82 0
54 MG AA ] 1605 1/1 0.88 0.57 42,42,42 42 0
54 MG CA | 1728 1/1 0.88 0.55 82,82,82,82 0
o4 MG DA | 3303 1/1 0.89 0.15 66,66,66,66 0
54 MG DA | 3305 1/1 0.89 0.12 | 110,110,110,110 0
54 MG DA | 3306 1/1 0.89 0.31 51,51,51,51 0
54 MG DA | 3007 1/1 0.89 0.19 43,43,43,43 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3264 1/1 0.89 0.24 61,61,61,61 0
54 MG BA | 3056 1/1 0.89 0.48 62,62,62,62 0
54 MG DA | 3310 1/1 0.89 0.27 52,52,52,52 0
54 MG DA | 2916 1/1 0.89 0.27 22,22,22,22 0
54 MG AA | 1637 1/1 0.89 0.45 61,61,61,61 0
o4 MG BA | 3074 1/1 0.89 0.34 61,61,61,61 0
54 MG BA | 3124 1/1 0.89 0.30 89,89,89,89 0
54 MG DA | 3066 1/1 0.89 0.47 85,85,85,85 0
54 MG DA | 3221 1/1 0.89 0.18 68,68,68,68 0
54 MG BA | 3094 1/1 0.89 0.68 70,70,70,70 0
54 MG DA | 3277 1/1 0.89 0.31 52,52,52,52 0
o4 MG CA | 1720 1/1 0.89 0.35 63,63,63,63 0
o4 MG AA | 1657 1/1 0.89 0.31 | 101,101,101,101 0
o4 MG BA | 3129 1/1 0.89 0.14 75,75,75,75 0
54 MG BA | 3097 1/1 0.89 0.29 53,53,53,53 0
54 MG DA | 3329 1/1 0.89 0.71 69,69,69,69 0
54 MG DA | 2979 1/1 0.89 0.22 69,69,69,69 0
54 MG BA | 3256 1/1 0.89 0.39 79,79,79,79 0
o4 MG AA | 1748 1/1 0.89 0.15 96,96,96,96 0
o4 MG DA | 2992 1/1 0.89 0.18 46,46,46,46 0
54 MG DA | 3241 1/1 0.89 0.51 54,54,54,54 0
54 MG BA | 3017 1/1 0.89 0.22 69,69,69,69 0
54 MG DA | 3036 1/1 0.89 0.34 51,51,51,51 0
54 MG BA | 3160 1/1 0.89 0.55 | 106,106,106,106 0
54 MG DA | 3038 1/1 0.89 0.26 71,71,71,71 0
o4 MG BB 209 1/1 0.89 0.24 83,83,83,83 0
o4 MG DA | 3137 1/1 0.89 0.18 68,68,68,68 0
54 MG DA | 3138 1/1 0.89 0.12 70,70,70,70 0
54 MG BA | 3080 1/1 0.89 0.14 73,73,73,73 0
54 MG AA | 1714 1/1 0.89 0.35 58,58,58,58 0
54 MG BB 212 1/1 0.89 0.14 89,89,89,89 0
54 MG AA | 1694 1/1 0.89 0.23 | 129,129,129,129 0
o4 MG BA | 3144 1/1 0.90 0.34 75,75,75,75 0
54 MG CA | 1638 1/1 0.90 0.19 65,65,65,65 0
54 MG BB 201 1/1 0.90 0.35 56,56,56,56 0
54 MG DA | 3008 1/1 0.90 0.47 59,59,59,59 0
54 MG AA | 1647 1/1 0.90 0.24 85,85,85,85 0
54 MG BA | 2970 1/1 0.90 0.58 45,45,45,45 0
o4 MG BB 207 1/1 0.90 0.11 | 105,105,105,105 0
o4 MG DA | 3180 1/1 0.90 0.26 70T 0
54 MG AA | 1654 1/1 0.90 0.30 76,76,76,76 0
54 MG AA | 1631 1/1 0.90 0.31 70,70,70,70 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3095 1/1 0.90 0.17 67,67,67,67 0
54 MG BA | 3045 1/1 0.90 0.20 80,80,80,80 0
54 MG DA | 3018 1/1 0.90 0.13 73,73,73,73 0
54 MG DA | 3099 1/1 0.90 0.18 81,81,81,81 0
54 MG BA | 3014 1/1 0.90 0.20 47.47,47.47 0
o4 MG BA | 3085 1/1 0.90 0.28 68,68,68,68 0
54 MG BA | 3016 1/1 0.90 0.31 60,60,60,60 0
54 MG BB 214 1/1 0.90 0.20 | 101,101,101,101 0
54 MG DA | 3108 1/1 0.90 0.19 50,50,50,50 0
54 MG AA | 1692 1/1 0.90 0.33 84,84,84,84 0
54 MG CA | 1739 1/1 0.90 0.11 99,99,99,99 0
o4 MG DA | 3301 1/1 0.90 0.29 80,80,80,80 0
o4 MG AA | 1687 1/1 0.90 0.08 73,73,73,73 0
o4 MG AA | 1735 1/1 0.90 0.20 | 104,104,104,104 0
54 MG DA | 3216 1/1 0.90 0.62 46,46,46,46 0
54 MG BA | 2958 1/1 0.90 0.32 42,42,42 42 0
54 MG DA | 3035 1/1 0.90 0.42 70T 0
54 MG BA | 3223 1/1 0.90 0.23 54,54,54,54 0
o4 MG BA | 2961 1/1 0.90 0.38 43,43,43,43 0
o4 MG DA | 3224 1/1 0.90 0.17 72,72,72,72 0
54 MG DA | 2936 1/1 0.90 0.36 27,27,27,27 0
54 MG DA | 3126 1/1 0.90 0.08 70T 0
54 MG BA | 3166 1/1 0.90 0.39 74,74,74,74 0
54 MG BA | 3285 1/1 0.90 0.23 87,87,87,87 0
54 MG BA | 3126 1/1 0.90 0.15 54,54,54,54 0
o4 MG CA | 1692 1/1 0.90 0.80 78,78,78,78 0
o4 MG DA | 3132 1/1 0.90 0.07 70,70,70,70 0
54 MG BA | 2992 1/1 0.90 0.50 70,70,70,70 0
54 MG BA | 2995 1/1 0.90 0.21 47474747 0
54 MG DA | 2975 1/1 0.90 0.07 58,58,58,58 0
54 MG BA | 3131 1/1 0.90 0.26 67,67,67,67 0
54 MG BA | 2962 1/1 0.90 0.17 17,17,17,17 0
o4 MG DA | 2981 1/1 0.90 0.31 59,55,55,55 0
54 MG DA | 2982 1/1 0.90 0.20 33,33,33,33 0
54 MG AA | 1749 1/1 0.90 0.24 90,90,90,90 0
54 MG DA | 3257 1/1 0.90 0.16 94,94,94,94 0
54 MG BA | 3001 1/1 0.90 0.31 59,59,59,59 0
54 MG DA | 2988 1/1 0.90 0.51 41,41,41,41 0
o4 MG DA | 2991 1/1 0.90 0.24 31,31,31,31 0
54 MG DA | 3155 1/1 0.90 0.07 | 124,124,124,124 0
54 MG CA | 1624 1/1 0.90 0.13 66,66,66,66 0
54 MG DA | 3159 1/1 0.90 1.09 87,87,87,87 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3177 1/1 0.90 0.23 93,93,93,93 0
54 MG AA | 1751 1/1 0.90 0.18 72,72,72,72 0
54 MG DA | 3076 1/1 0.90 0.16 63,63,63,63 0
54 MG BA | 3105 1/1 0.90 0.21 60,60,60,60 0
54 MG BA | 3035 1/1 0.90 0.38 44,4444 44 0
o4 MG DA | 3079 1/1 0.90 0.33 38,38,38,38 0
o4 MG AA | 1721 1/1 0.90 0.55 66,66,66,66 0
54 MG BA | 2980 1/1 0.91 0.26 40,40,40,40 0
54 MG DA | 3157 1/1 0.91 0.14 71,71,71,71 0
54 MG CA | 1647 1/1 0.91 0.28 70T 0
54 MG DA | 3046 1/1 0.91 0.09 76,76,76,76 0
o4 MG BA | 3261 1/1 0.91 0.30 53,53,53,53 0
o4 MG AA ] 1630 1/1 0.91 0.37 70,70,70,70 0
o4 MG CA | 1657 1/1 0.91 0.39 78,78,78,78 0
54 MG BA | 3147 1/1 0.91 0.32 72,72,72,72 0
54 MG DA | 3005 1/1 0.91 0.32 33,33,33,33 0
54 MG DA | 2915 1/1 0.91 0.47 14,14,14,14 0
54 MG DA | 3245 1/1 0.91 0.55 54,54,54,54 0
o4 MG DA | 3060 1/1 0.91 0.21 87,87,87,87 0
o4 MG CA | 1702 1/1 0.91 0.70 68,68,68,68 0
54 MG DA | 2920 1/1 0.91 0.44 30,30,30,30 0
54 MG DA | 2927 1/1 0.91 0.24 22,22,22,22 0
54 MG DA | 3112 1/1 0.91 0.20 60,60,60,60 0
54 MG BA | 3067 1/1 0.91 0.08 86,86,86,86 0
54 MG DA | 3011 1/1 0.91 0.14 99,99,99,99 0
o4 MG BA | 3238 1/1 0.91 0.14 91,91,91,91 0
o4 MG BA | 3032 1/1 0.91 0.26 59,59,59,59 0
54 MG BA | 3297 1/1 0.91 0.52 67,67,67,67 0
54 MG DA | 3319 1/1 0.91 0.64 83,83,83,83 0
54 MG BA | 3135 1/1 0.91 0.23 70T 0
54 MG CA | 1710 1/1 0.91 0.18 | 119,119,119,119 0
54 MG DA | 2960 1/1 0.91 0.29 42,42,42 42 0
o4 MG CA | 1631 1/1 0.91 0.13 68,68,68,68 0
54 MG CA | 1676 1/1 0.91 0.36 82,82,82,82 0
54 MG BA | 3152 1/1 0.91 0.22 75,75,75,75 0
54 MG AA | 1602 1/1 0.91 0.58 49,49,49.49 0
54 MG DA | 3133 1/1 0.91 0.13 89,89,89,89 0
54 MG AA | 1688 1/1 0.91 0.14 68,68,68,68 0
o4 MG DA | 3083 1/1 0.91 0.24 67,67,67,67 0
o4 MG AA | 1634 1/1 0.91 0.19 70,70,70,70 0
54 MG DA | 3086 1/1 0.91 0.69 92,92,92,92 0
54 MG BA | 3007 1/1 0.91 0.19 55,55,55,55 0

Continued on next page...



Page 94

wwPDB X-ray Structure Validation Summary Report

4Vg4

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3210 1/1 0.91 0.10 59,59,59,59 0
54 MG AA | 1732 1/1 0.91 0.24 63,63,63,63 0
54 MG CA | 1689 1/1 0.91 0.29 83,83,83,83 0
54 MG DA | 3218 1/1 0.91 0.49 48,48,48,48 0
54 MG AA | 1716 1/1 0.91 0.16 | 120,120,120,120 0
o4 MG DA | 3146 1/1 0.91 0.13 95,95,95,95 0
54 MG DA | 3148 1/1 0.91 0.23 99,99,99,99 0
54 MG BA | 2964 1/1 0.91 0.47 30,30,30,30 0
54 MG BB 203 1/1 0.91 0.14 83,83,83,83 0
54 MG DA | 3093 1/1 0.91 0.39 69,69,69,69 0
54 MG DA | 2974 1/1 0.92 0.08 46,46,46,46 0
o4 MG DA | 3280 1/1 0.92 0.30 84,84,84,84 0
o4 MG BA | 3187 1/1 0.92 0.46 40,40,40,40 0
o4 MG BA | 3230 1/1 0.92 0.51 44,4444 44 0
54 MG BA | 3082 1/1 0.92 0.18 61,61,61,61 0
54 MG BA | 3128 1/1 0.92 0.48 59,59,59,59 0
54 MG DA | 3124 1/1 0.92 0.09 90,90,90,90 0
54 MG DA | 3125 1/1 0.92 0.28 81,81,81,81 0
o4 MG BA | 3239 1/1 0.92 0.57 82,82,82,82 0
o4 MG CA | 1709 1/1 0.92 0.39 81,81,81,81 0
54 MG BA | 3018 1/1 0.92 0.31 68,68,68,68 0
54 MG DA | 3129 1/1 0.92 0.43 63,63,63,63 0
54 MG BA | 2944 1/1 0.92 0.16 17,17,17,17 0
54 MG CA | 1713 1/1 0.92 0.17 80,80,80,80 0
54 MG CA | 1656 1/1 0.92 0.14 79,79,79,79 0
o4 MG AA ] 1609 1/1 0.92 0.62 70,70,70,70 0
o4 MG BA | 3199 1/1 0.92 0.63 68,68,68,68 0
54 MG BA | 3088 1/1 0.92 0.55 73,73,73,73 0
54 MG DA | 2998 1/1 0.92 0.38 68,68,68,68 0
54 MG BA | 3250 1/1 0.92 0.13 95,95,95,95 0
54 MG BA | 3065 1/1 0.92 0.20 61,61,61,61 0
54 MG CA | 1726 1/1 0.92 0.34 87,87,87,87 0
o4 MG BA | 3294 1/1 0.92 0.17 64,64,64,64 0
54 MG CA | 1609 1/1 0.92 0.23 93,93,93,93 0
54 MG BA | 2987 1/1 0.92 0.28 59,59,59,59 0
54 MG DA | 3147 1/1 0.92 0.14 78,78,78,78 0
54 MG BA | 3207 1/1 0.92 0.36 94,94,94,94 0
54 MG DA | 3240 1/1 0.92 0.38 60,60,60,60 0
o4 MG CA | 1677 1/1 0.92 0.28 85,85,85,85 0
o4 MG CA | 1679 1/1 0.92 0.12 93,93,93,93 0
54 MG CA | 1680 1/1 0.92 0.32 58,58,58,58 0
54 MG DA | 3315 1/1 0.92 0.16 52,52,52,52 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3298 1/1 0.92 0.10 74,74,74,74 0
54 MG BA | 2955 1/1 0.92 0.18 50,50,50,50 0
54 MG BA | 3257 1/1 0.92 0.32 64,64,64,64 0
54 MG DA | 3248 1/1 0.92 0.29 75,75,75,75 0
54 MG AA | 1725 1/1 0.92 0.20 72,72,72,72 0
o4 MG DA | 3250 1/1 0.92 0.38 74,74,74,74 0
o4 MG DA | 2913 1/1 0.92 0.41 17,17,17,17 0
54 MG DA | 3253 1/1 0.92 0.17 92,92,92,92 0
54 MG DA | 3254 1/1 0.92 0.53 79,79,79,79 0
54 MG AA | 1760 1/1 0.92 0.16 84,84,84,84 0
54 MG BA | 3047 1/1 0.92 0.39 65,65,65,65 0
o4 MG CA | 1623 1/1 0.92 0.48 99,99,99,99 0
o4 MG DA | 3026 1/1 0.92 0.08 48,48,48,48 0
o4 MG BA | 3029 1/1 0.92 0.59 63,63,63,63 0
54 MG DA | 3335 1/1 0.92 0.29 90,90,90,90 0
54 MG DA | 3336 1/1 0.92 0.07 89,89,89.89 0
54 MG CA | 1625 1/1 0.92 0.10 94,94,94,94 0
54 MG DB 205 1/1 0.92 0.10 79,79,79,79 0
o4 MG BA | 2993 1/1 0.92 0.24 58,58,58,58 0
o4 MG BA | 3122 1/1 0.92 0.30 | 101,101,101,101 0
54 MG DA | 2939 1/1 0.92 0.17 40,40,40,40 0
54 MG AA | 1632 1/1 0.92 0.11 68,68,68,68 0
54 MG BA | 3222 1/1 0.92 1.17 91,91,91,91 0
54 MG DA | 2948 1/1 0.92 0.33 52,52,52,52 0
54 MG DA | 2950 1/1 0.92 0.21 29,29,29,29 0
o4 MG AA | 1746 1/1 0.92 0.27 | 100,100,100,100 0
54 MG DA | 3040 1/1 0.92 0.36 41,41,41,41 0
54 MG BA | 3270 1/1 0.92 0.31 61,61,61,61 0
54 MG BA | 2997 1/1 0.92 0.38 57,57,57,57 0
54 MG AA | 1756 1/1 0.92 0.20 | 106,106,106,106 0
54 MG DA | 2953 1/1 0.93 0.45 58,58,58,58 0
54 MG AA | 1742 1/1 0.93 0.42 87,87,87,87 0
o4 MG BA | 3205 1/1 0.93 0.23 38,38,38,38 0
54 MG DA | 2965 1/1 0.93 0.39 57,57,57,57 0
54 MG BA | 3290 1/1 0.93 0.27 42,42.42 42 0
54 MG AA | 1733 1/1 0.93 0.22 91,91,91,91 0
54 MG BA | 3292 1/1 0.93 0.19 72,72,72,72 0
54 MG DA | 3118 1/1 0.93 0.25 62,62,62,62 0
54 MG CA | 1666 1/1 0.93 0.08 | 116,116,116,116 0
o4 MG BA | 3043 1/1 0.93 0.30 70,70,70,70 0
54 MG DA | 2978 1/1 0.93 0.28 44,44,44, 44 0
54 MG CA | 1718 1/1 0.93 0.15 78,78,78,78 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3052 1/1 0.93 0.16 | 107,107,107,107 0
54 MG BA | 3092 1/1 0.93 0.17 63,63,63,63 0
54 MG AA | 1711 1/1 0.93 0.56 53,53,53,53 0
54 MG BA | 3142 1/1 0.93 0.09 89,89,89,89 0
54 MG DA | 2986 1/1 0.93 0.22 55,55,55,55 0
o4 MG AA | 1726 1/1 0.93 0.08 | 108,108,108,108 0
54 MG BA | 3071 1/1 0.93 0.17 72,72,72,72 0
54 MG AA | 1727 1/1 0.93 0.13 | 100,100,100,100 0
54 MG BA | 3121 1/1 0.93 0.26 70T 0
54 MG AA | 1652 1/1 0.93 0.20 89,89,89,89 0
54 MG CA | 1732 1/1 0.93 0.23 73,73,73,73 0
o4 MG CA | 1622 1/1 0.93 0.23 79,79,79,79 0
o4 MG BA | 2978 1/1 0.93 0.35 59,59,59,59 0
o4 MG DA | 3139 1/1 0.93 0.28 60,60,60,60 0
54 MG AA | 1683 1/1 0.93 0.16 | 102,102,102,102 0
54 MG DA | 3002 1/1 0.93 0.43 59,59,59,59 0
54 MG CA | 1737 1/1 0.93 0.20 70,70,70,70 0
54 MG BA | 3307 1/1 0.93 0.14 68,68,68,68 0
o4 MG BA | 2982 1/1 0.93 0.31 41,41,41,41 0
o4 MG BA | 3269 1/1 0.93 0.24 63,63,63,63 0
54 MG DA | 3314 1/1 0.93 0.54 | 102,102,102,102 0
54 MG BA | 3228 1/1 0.93 0.12 66,66,66,66 0
54 MG BA | 3055 1/1 0.93 0.17 60,60,60,60 0
54 MG CA | 1693 1/1 0.93 0.34 65,65,65,65 0
54 MG DA | 3153 1/1 0.93 0.28 85,85,85,85 0
o4 MG DA | 3247 1/1 0.93 0.21 40,40,40,40 0
o4 MG DA | 3084 1/1 0.93 0.11 | 146,146,146,146 0
54 MG BA | 2914 1/1 0.93 0.43 31,31,31,31 0
54 MG BA | 3081 1/1 0.93 0.14 65,65,65,65 0
54 MG BA | 3276 1/1 0.93 0.21 65,65,65,65 0
54 MG DA | 2925 1/1 0.93 0.45 24,24.24.24 0
54 MG BA | 3193 1/1 0.93 0.38 53,53,53,53 0
o4 MG BA | 3194 1/1 0.93 0.53 45,45,45,45 0
54 MG DA | 2935 1/1 0.93 0.61 30,30,30,30 0
54 MG BA | 3002 1/1 0.93 0.38 45,45,45,45 0
54 MG BA | 3003 1/1 0.93 0.28 48,48,48,48 0
54 MG AA | 1662 1/1 0.93 0.23 53,53,53,53 0
54 MG DA | 3261 1/1 0.93 0.27 73,73,73,73 0
o4 MG DA | 3025 1/1 0.93 0.16 69,69,69,69 0
o4 MG BA | 3063 1/1 0.93 0.23 56,56,56,56 0
54 MG DA | 3171 1/1 0.93 0.27 61,61,61,61 0
54 MG DA | 2941 1/1 0.93 0.23 37,37,37,37 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3028 1/1 0.93 0.15 78,78,78,78 0
54 MG DA | 2942 1/1 0.93 0.29 39,39,39,39 0
54 MG BA | 3202 1/1 0.93 0.60 63,63,63,63 0
54 MG BA | 3249 1/1 0.93 0.23 37,37,37,37 0
54 MG CA | 1654 1/1 0.93 0.13 | 111,111,111,111 0
o4 MG DA | 3273 1/1 0.93 0.29 85,85,85,85 0
54 MG DA | 3179 1/1 0.93 0.19 68,68,68,68 0
54 MG DA | 3275 1/1 0.93 0.17 78,78,78,78 0
54 MG DA | 3107 1/1 0.93 0.27 67,67,67,67 0
54 MG DA | 2952 1/1 0.93 0.30 50,50,50,50 0
54 MG DA | 3150 1/1 0.94 0.21 62,62,62,62 0
o4 MG CA | 1635 1/1 0.94 0.23 67,67,67,67 0
o4 MG BA | 2935 1/1 0.94 0.56 34,34,34,34 0
o4 MG BA | 2979 1/1 0.94 0.25 40,40,40,40 0
54 MG AA | 1750 1/1 0.94 0.46 | 109,109,109,109 0
54 MG DA | 3266 1/1 0.94 0.34 83,83,83,83 0
54 MG AA | 1668 1/1 0.94 0.08 90,90,90,90 0
54 MG BA | 3040 1/1 0.94 0.26 58,58,58,58 0
o4 MG CA | 1642 1/1 0.94 0.17 71,71,71,71 0
o4 MG BA | 2949 1/1 0.94 0.18 47.47,47,47 0
54 MG BA | 3206 1/1 0.94 0.10 60,60,60,60 0
54 MG CA | 1714 1/1 0.94 0.30 74,74,74,74 0
54 MG BA | 3042 1/1 0.94 0.15 90,90,90,90 0
54 MG DA | 2989 1/1 0.94 0.34 45,45,45,45 0
54 MG AA | 1703 1/1 0.94 0.15 83,83,83,83 0
o4 MG BA | 3209 1/1 0.94 0.27 69,69,69,69 0
o4 MG CA | 1651 1/1 0.94 0.09 99,99,99,99 0
54 MG CA | 1722 1/1 0.94 0.38 | 108,108,108,108 0
54 MG BA | 3044 1/1 0.94 0.12 64,64,64,64 0
54 MG CA | 1655 1/1 0.94 0.23 80,80,80,80 0
54 MG AA | 1741 1/1 0.94 0.13 74,74,74,74 0
54 MG DA | 3283 1/1 0.94 0.27 53,53,53,53 0
o4 MG DA | 3001 1/1 0.94 0.12 56,56,56,56 0
54 MG DA | 3176 1/1 0.94 0.25 83,83,83,83 0
54 MG BA | 2960 1/1 0.94 0.57 40,40,40,40 0
54 MG AA | 1608 1/1 0.94 0.36 47474747 0
54 MG CA | 1661 1/1 0.94 0.49 92,92,92,92 0
54 MG AA | 1627 1/1 0.94 0.12 85,85,85,85 0
o4 MG AA | 1616 1/1 0.94 0.19 63,63,63,63 0
o4 MG CA | 1664 1/1 0.94 0.20 82,82,82,82 0
54 MG CA | 1665 1/1 0.94 0.25 89,89,89,89 0
54 MG BA | 2994 1/1 0.94 0.65 56,56,56,56 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG CA | 1667 1/1 0.94 0.10 67,67,67,67 0
54 MG AA | 1603 1/1 0.94 0.32 35,35,35,35 0
54 MG DA | 3192 1/1 0.94 0.29 30,30,30,30 0
54 MG DA | 3193 1/1 0.94 0.57 51,51,51,51 0
54 MG BA | 2905 1/1 0.94 0.54 12,12,12,12 0
o4 MG BA | 2912 1/1 0.94 0.66 36,36,36,36 0
54 MG CA | 1603 1/1 0.94 0.27 48,48,48,48 0
54 MG CA | 1675 1/1 0.94 0.28 | 107,107,107,107 0
54 MG DA | 3304 1/1 0.94 0.26 59,59,59,59 0
54 MG CA | 1604 1/1 0.94 0.23 59,59,59,59 0
54 MG DA | 3019 1/1 0.94 0.36 51,51,51,51 0
o4 MG DA | 3020 1/1 0.94 0.17 63,63,63,63 0
o4 MG DA | 2914 1/1 0.94 0.46 27,27,27,27 0
o4 MG DA | 3022 1/1 0.94 0.32 60,60,60,60 0
54 MG BA | 3057 1/1 0.94 0.42 63,63,63,63 0
54 MG DA | 3215 1/1 0.94 0.45 39,39,39,39 0
54 MG CA | 1678 1/1 0.94 0.11 | 107,107,107,107 0
54 MG BA | 3058 1/1 0.94 0.11 | 114,114,114,114 0
o4 MG DA | 3114 1/1 0.94 0.37 83,83,83,83 0
o4 MG BA | 3059 1/1 0.94 0.22 60,60,60,60 0
54 MG BA | 3130 1/1 0.94 0.17 78,78,78,78 0
54 MG DA | 3117 1/1 0.94 0.20 87,87,87,87 0
54 MG CA | 1682 1/1 0.94 0.21 97,97,97,97 0
54 MG DA | 2934 1/1 0.94 0.44 25,25,25,25 0
54 MG BA | 3235 1/1 0.94 0.13 62,62,62,62 0
o4 MG DA | 3031 1/1 0.94 0.07 62,62,62,62 0
o4 MG BA | 3028 1/1 0.94 0.45 62,62,62,62 0
54 MG BA | 3237 1/1 0.94 0.14 60,60,60,60 0
54 MG DA | 3234 1/1 0.94 0.10 | 130,130,130,130 0
54 MG DA | 3326 1/1 0.94 0.18 85,85,85,85 0
54 MG BA | 3132 1/1 0.94 0.20 79,79,79,79 0
54 MG BA | 2999 1/1 0.94 0.24 45,45,45,45 0
o4 MG AA | 1638 1/1 0.94 0.48 63,63,63,63 0
o4 MG BA | 2915 1/1 0.94 0.17 4,444 0
54 MG DA | 3333 1/1 0.94 0.15 | 126,126,126,126 0
54 MG BA | 3137 1/1 0.94 0.52 54,54,54,54 0
54 MG DA | 2946 1/1 0.94 0.55 24,24,24.24 0
54 MG BA | 2921 1/1 0.94 0.39 21,21,21,21 0
o4 MG BA | 3244 1/1 0.94 0.78 47.47,47.47 0
o4 MG DB 204 1/1 0.94 0.07 75,75,75,75 0
54 MG BA | 2973 1/1 0.94 0.15 61,61,61,61 0
54 MG CA | 1627 1/1 0.94 0.18 67,67,67,67 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 2927 1/1 0.94 0.29 37,37,37,37 0
54 MG BA | 3192 1/1 0.94 0.58 52,52,52,52 0
54 MG DA | 3051 1/1 0.94 0.15 89,89,89.89 0
54 MG DB 211 1/1 0.94 0.15 | 109,109,109,109 0
54 MG DA | 2963 1/1 0.94 0.39 53,53,53,53 0
o4 MG DA | 3054 1/1 0.94 0.33 75,75,75,75 0
54 MG DA | 2964 1/1 0.94 0.20 34,34,34,34 0
54 MG AA | 1728 1/1 0.94 0.88 | 105,105,105,105 0
54 MG DA | 2967 1/1 0.94 0.35 54,54,54,54 0
54 MG BA | 3106 1/1 0.94 0.21 70,70,70,70 0
54 MG BA | 3107 1/1 0.94 0.26 87,87,87,87 0
o4 MG DA | 3062 1/1 0.94 0.12 65,65,65,65 0
o4 MG BA | 2924 1/1 0.95 0.46 47.47,47.47 0
o4 MG BA | 2926 1/1 0.95 0.55 31,31,31,31 0
54 MG DA | 3106 1/1 0.95 0.37 67,67,67,67 0
54 MG AA | 1633 1/1 0.95 0.15 73,73,73,73 0
54 MG DA | 3182 1/1 0.95 0.60 86,86,86,86 0
54 MG DA | 2954 1/1 0.95 0.31 28,28,28,28 0
o4 MG DA | 2955 1/1 0.95 0.45 40,40,40,40 0
o4 MG DA | 2956 1/1 0.95 0.28 45,45,45,45 0
54 MG DA | 2957 1/1 0.95 0.09 63,63,63,63 0
54 MG BA | 3089 1/1 0.95 0.29 59,59,59,59 0
54 MG BA | 2967 1/1 0.95 0.41 24,24,24,24 0
54 MG CA | 1716 1/1 0.95 0.23 70T 0
54 MG BA | 3246 1/1 0.95 0.24 73,73,73,73 0
o4 MG BA | 3154 1/1 0.95 0.22 89,89,89,89 0
o4 MG CA | 1613 1/1 0.95 0.24 87,87,87,87 0
54 MG DA | 2968 1/1 0.95 0.27 56,56,56,56 0
54 MG CA | 1721 1/1 0.95 0.33 | 101,101,101,101 0
54 MG DA | 3045 1/1 0.95 0.30 48,48,48,48 0
54 MG AA ] 1670 1/1 0.95 0.14 85,85,85,85 0
54 MG DA | 3122 1/1 0.95 0.22 87,87,87,87 0
o4 MG AA ] 1619 1/1 0.95 0.16 80,80,80,80 0
54 MG CA | 1617 1/1 0.95 0.33 90,90,90,90 0
54 MG DA | 3214 1/1 0.95 0.34 46,46,46,46 0
54 MG BA | 2937 1/1 0.95 0.33 36,36,36,36 0
54 MG BA | 2939 1/1 0.95 0.46 26,26,26,26 0
54 MG BA | 3254 1/1 0.95 0.47 81,81,81,81 0
o4 MG DA | 2980 1/1 0.95 0.18 63,63,63,63 0
o4 MG BA | 2972 1/1 0.95 0.35 49,49,49,49 0
54 MG CA | 1730 1/1 0.95 0.08 | 122,122,122,122 0
54 MG DA | 3058 1/1 0.95 0.11 54,54,54,54 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 2941 1/1 0.95 0.64 50,50,50,50 0
54 MG BA | 3064 1/1 0.95 0.31 40,40,40,40 0
54 MG DA | 3135 1/1 0.95 0.22 65,65,65,65 0
54 MG BA | 2942 1/1 0.95 0.35 22,22,22,22 0
54 MG BA | 2909 1/1 0.95 0.41 24,24.24.24 0
o4 MG AA | 1686 1/1 0.95 0.13 72,72,72,72 0
54 MG DA | 3232 1/1 0.95 0.34 39,39,39,39 0
54 MG DA | 3233 1/1 0.95 0.42 57,57,57,57 0
54 MG CA | 1630 1/1 0.95 0.33 70,70,70,70 0
54 MG DA | 3140 1/1 0.95 0.14 67,67,67,67 0
54 MG BA | 3102 1/1 0.95 0.27 69,69,69,69 0
54 MG DA | 3239 1/1 0.95 0.23 42,42,42 42 0
o4 MG BA | 3170 1/1 0.95 0.12 64,64,64,64 0
o4 MG CA | 1686 1/1 0.95 0.25 60,60,60,60 0
54 MG AA | 1708 1/1 0.95 0.15 | 101,101,101,101 0
54 MG DA | 3321 1/1 0.95 0.51 30,30,30,30 0
54 MG DA | 2996 1/1 0.95 0.40 43,43,43,43 0
54 MG BA | 2954 1/1 0.95 0.19 52,52,52,52 0
o4 MG DA | 2904 1/1 0.95 0.46 4,444 0
o4 MG DA | 2905 1/1 0.95 0.38 9,9,9,9 0
54 MG AA | 1615 1/1 0.95 0.15 42,42.42 42 0
54 MG DA | 3151 1/1 0.95 0.37 82,82,82,82 0
54 MG BA | 2983 1/1 0.95 0.45 62,62,62,62 0
54 MG BA | 2984 1/1 0.95 0.22 41,41,41,41 0
54 MG BA | 2957 1/1 0.95 0.57 35,35,35,35 0
o4 MG BA | 3227 1/1 0.95 0.15 48,48,48,48 0
o4 MG DA | 2922 1/1 0.95 0.32 7,7,7,7 0
54 MG BA | 2916 1/1 0.95 0.43 38,38,38,38 0
54 MG BA | 3185 1/1 0.95 0.24 56,56,56,56 0
54 MG DA | 2928 1/1 0.95 0.22 43,43,43,43 0
54 MG CA | 1643 1/1 0.95 0.13 58,58,58,58 0
54 MG DA | 2933 1/1 0.95 0.47 30,30,30,30 0
o4 MG BA | 2920 1/1 0.95 0.35 28,28,28,28 0
54 MG BA | 3277 1/1 0.95 0.27 71,71,71,71 0
54 MG BA | 3234 1/1 0.95 0.22 61,61,61,61 0
54 MG BB 215 1/1 0.95 0.19 | 131,131,131,131 0
54 MG DB 210 1/1 0.95 0.06 74,74,74,74 0
54 MG BA | 3279 1/1 0.95 0.28 70T 0
o4 MG AA | 1759 1/1 0.95 0.13 81,81,81,81 0
o4 MG DB 213 1/1 0.95 0.45 63,63,63,63 0
54 MG BA | 2989 1/1 0.95 0.35 53,53,53,53 0
54 MG BA | 3021 1/1 0.95 0.19 60,60,60,60 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 2943 1/1 0.95 0.41 32,32,32,32 0
54 MG DB 217 1/1 0.95 0.14 74,74,74,74 0
54 MG DA | 3270 1/1 0.95 0.29 81,81,81,81 0
54 MG CA | 1707 1/1 0.95 0.08 | 104,104,104,104 0
54 MG BA | 2990 1/1 0.95 0.19 54,54,54,54 0
o4 MG BA | 2923 1/1 0.95 0.33 29,29,29,29 0
54 MG DA | 3056 1/1 0.96 0.19 48,48,48,48 0
54 MG BA | 3156 1/1 0.96 0.28 80,80,80,80 0
54 MG CA | 1652 1/1 0.96 0.43 85,85,85,85 0
54 MG CA | 1605 1/1 0.96 0.21 56,56,56,56 0
54 MG DA | 2929 1/1 0.96 0.35 39,39,39,39 0
o4 MG AA | 1636 1/1 0.96 0.45 76,76,76,76 0
o4 MG DA | 3208 1/1 0.96 0.41 49,49,49,49 0
o4 MG AA | 1744 1/1 0.96 0.25 82,82,82,82 0
54 MG BA | 3070 1/1 0.96 0.24 75,75,75,75 0
54 MG DA | 3211 1/1 0.96 0.18 38,38,38,38 0
54 MG BA | 2998 1/1 0.96 0.22 46,46,46,46 0
54 MG DA | 3213 1/1 0.96 0.20 66,66,66,66 0
o4 MG DA | 3292 1/1 0.96 0.47 33,33,33,33 0
o4 MG CA | 1660 1/1 0.96 0.16 | 100,100,100,100 0
54 MG DA | 3067 1/1 0.96 0.20 63,63,63,63 0
54 MG BA | 3293 1/1 0.96 0.20 86,86,86,86 0
54 MG BA | 3251 1/1 0.96 0.10 64,64,64,64 0
54 MG BA | 3162 1/1 0.96 0.08 94,94,94,94 0
54 MG BA | 3024 1/1 0.96 0.53 67,67,67,67 0
o4 MG AA | 1601 1/1 0.96 0.44 31,31,31,31 0
o4 MG DA | 3073 1/1 0.96 0.10 80,80,80,80 0
54 MG AA | 1624 1/1 0.96 0.36 67,67,67,67 0
54 MG DA | 3225 1/1 0.96 0.08 80,80,80,80 0
54 MG BA | 2981 1/1 0.96 0.16 48,48,48,48 0
54 MG BA | 3076 1/1 0.96 0.25 68,68,68,68 0
54 MG DA | 3144 1/1 0.96 0.16 72,72,72,72 0
o4 MG DA | 2947 1/1 0.96 0.24 40,40,40,40 0
54 MG CA | 1669 1/1 0.96 0.15 66,66,66,66 0
54 MG CA | 1670 1/1 0.96 0.47 | 128,128,128,128 0
54 MG DA | 3015 1/1 0.96 0.21 74,74,74,74 0
54 MG DA | 3016 1/1 0.96 0.21 74,74,74,74 0
54 MG AA | 1715 1/1 0.96 0.35 63,63,63,63 0
o4 MG DA | 3236 1/1 0.96 0.59 63,63,63,63 0
o4 MG BA | 3052 1/1 0.96 0.23 56,56,56,56 0
54 MG CA | 1673 1/1 0.96 0.15 73,73,73,73 0
54 MG AA | 1613 1/1 0.96 0.15 47474747 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1648 1/1 0.96 0.40 76,76,76,76 0
54 MG AA | 1659 1/1 0.96 0.42 51,51,51,51 0
54 MG DA | 2958 1/1 0.96 0.16 2,2,2,2 0
54 MG AA | 1705 1/1 0.96 0.30 92,92,92,92 0
54 MG AA | 1671 1/1 0.96 0.14 | 114,114,114,114 0
o4 MG DA | 3160 1/1 0.96 0.16 71,71,71,71 0
54 MG AA | 1604 1/1 0.96 0.12 57,57,57,57 0
54 MG BA | 3087 1/1 0.96 0.10 69,69,69,69 0
54 MG BA | 3179 1/1 0.96 0.48 19,19,19,19 0
54 MG DA | 3164 1/1 0.96 0.05 88,88,88,88 0
54 MG DA | 2966 1/1 0.96 0.35 70,70,70,70 0
o4 MG BA | 3182 1/1 0.96 0.51 20,20,20,20 0
o4 MG BA | 3183 1/1 0.96 0.37 27,27,27,27 0
o4 MG DA | 2969 1/1 0.96 0.18 42,42,42 42 0
54 MG BA | 3184 1/1 0.96 0.32 42,42.42 42 0
54 MG BA | 3010 1/1 0.96 0.15 37,37,37,37 0
54 MG DA | 3104 1/1 0.96 0.27 99,99,99,99 0
54 MG BA | 3231 1/1 0.96 0.16 22,22,22,22 0
o4 MG DB 201 1/1 0.96 0.24 63,63,63,63 0
o4 MG AA | 1611 1/1 0.96 0.27 49,49,49,49 0
54 MG BA | 2940 1/1 0.96 0.30 29,29,29,29 0
54 MG CA | 1640 1/1 0.96 0.38 69,69,69,69 0
54 MG BA | 2907 1/1 0.96 0.26 7,7,7,7 0
54 MG DA | 2901 1/1 0.96 0.46 7,7,7,7 0
54 MG DA | 3042 1/1 0.96 0.56 79,79,79,79 0
o4 MG BA | 2908 1/1 0.96 0.47 18,18,18,18 0
o4 MG BA | 3120 1/1 0.96 0.29 57,57,57,57 0
54 MG DA | 2911 1/1 0.96 0.40 7,7,7,7 0
54 MG DA | 2985 1/1 0.96 0.37 48,48,48,48 0
54 MG AA | 1628 1/1 0.96 0.38 62,62,62,62 0
54 MG AA | 1724 1/1 0.96 0.29 85,85,85,85 0
54 MG AA ] 1635 1/1 0.96 0.33 68,68,68,68 0
o4 MG BA | 3196 1/1 0.96 0.23 51,51,51,51 0
54 MG DA | 3053 1/1 0.96 0.27 61,61,61,61 0
54 MG CA | 1649 1/1 0.96 0.22 80,80,80,80 0
54 MG BA | 3096 1/1 0.96 0.24 65,65,65,65 0
54 MG DA | 3197 1/1 0.96 0.34 28,28,28,28 0
54 MG DA | 3198 1/1 0.96 0.29 26,26,26,26 0
55 ZN CD 301 1/1 0.96 0.24 | 131,131,131,131 0
55 ZN CN 101 1/1 0.96 0.10 | 144,144,144,144 0
54 MG BA | 2946 1/1 0.97 0.46 33,33,33,33 0
54 MG BA | 3260 1/1 0.97 0.13 62,62,62,62 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 2926 1/1 0.97 0.23 43,43,43,43 0
54 MG BA | 2922 1/1 0.97 0.47 25,25,25,25 0
54 MG BA | 3015 1/1 0.97 0.42 58,58,58,58 0
54 MG AA | 1607 1/1 0.97 0.21 54,54,54,54 0
54 MG DA | 2990 1/1 0.97 0.20 35,35,35,35 0
o4 MG CA | 1619 1/1 0.97 0.34 61,61,61,61 0
54 MG BA | 2952 1/1 0.97 0.28 38,38,38,38 0
54 MG BA | 3161 1/1 0.97 0.26 62,62,62,62 0
54 MG CA | 1712 1/1 0.97 0.11 78,78,78,78 0
54 MG BA | 3086 1/1 0.97 0.26 | 102,102,102,102 0
54 MG BA | 2910 1/1 0.97 0.53 27,27,27,27 0
o4 MG BA | 3232 1/1 0.97 0.40 24,24.24.24 0
o4 MG BA | 3233 1/1 0.97 0.23 52,52,52,52 0
o4 MG DA | 3000 1/1 0.97 0.36 35,35,35,35 0
54 MG CA | 1626 1/1 0.97 0.33 65,65,65,65 0
54 MG BB 202 1/1 0.97 0.24 75,75,75,75 0
54 MG CA | 1719 1/1 0.97 0.13 78,78,78,78 0
54 MG DA | 2944 1/1 0.97 0.36 35,35,35,35 0
o4 MG DA | 3252 1/1 0.97 0.10 44,4444 44 0
o4 MG BA | 3195 1/1 0.97 0.16 53,53,53,53 0
54 MG DA | 3063 1/1 0.97 0.26 79,79,79,79 0
54 MG CA | 1629 1/1 0.97 0.24 | 106,106,106,106 0
54 MG BA | 2911 1/1 0.97 0.47 23,23,23,23 0
54 MG BA | 3273 1/1 0.97 0.17 83,83,83,83 0
54 MG DA | 2949 1/1 0.97 0.54 41,41,41,41 0
o4 MG BA | 3274 1/1 0.97 0.06 78,78,78,78 0
o4 MG AA | 1736 1/1 0.97 0.13 79,79,79,79 0
54 MG BA | 2928 1/1 0.97 0.35 42,42.42 42 0
54 MG BA | 2959 1/1 0.97 0.39 55,55,55,55 0
54 MG BA | 2913 1/1 0.97 0.33 16,16,16,16 0
54 MG AA | 1710 1/1 0.97 0.26 65,65,65,65 0
54 MG BA | 2904 1/1 0.97 0.39 13,13,13,13 0
o4 MG BA | 2938 1/1 0.97 0.20 10,10,10,10 0
54 MG DA | 3331 1/1 0.97 0.19 52,52,52,52 0
54 MG AA | 1656 1/1 0.97 0.31 72,72,72,72 0
54 MG BA | 2917 1/1 0.97 0.41 8.,8,8,8 0
54 MG DA | 3206 1/1 0.97 0.32 37,37,37,37 0
54 MG BA | 2919 1/1 0.97 0.42 24,24,24.24 0
o4 MG BA | 3053 1/1 0.97 0.20 67,67,67,67 0
o4 MG BA | 3286 1/1 0.97 0.38 67,67,67,67 0
54 MG AA | 1666 1/1 0.97 0.10 | 100,100,100,100 0
54 MG BA | 3077 1/1 0.97 0.09 75,75,75,75 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3215 1/1 0.97 0.36 68,68,68,68 0
54 MG BA | 3216 1/1 0.97 0.19 65,65,65,65 0
54 MG CA | 1695 1/1 0.97 0.37 80,80,80,80 0
54 MG DA | 2971 1/1 0.97 0.23 A47.47,47.47 0
54 MG CA | 1606 1/1 0.97 0.12 68,68,68,68 0
o4 MG DA | 3217 1/1 0.97 0.12 56,56,56,56 0
54 MG DA | 2973 1/1 0.97 0.30 50,50,50,50 0
54 MG BA | 3180 1/1 0.97 0.27 26,26,26,26 0
54 MG DA | 2909 1/1 0.97 0.41 5,9,5,5 0
54 MG BA | 3151 1/1 0.97 0.71 56,56,56,56 0
54 MG CA | 1653 1/1 0.97 0.20 84,84,84,84 0
o4 MG BA | 2943 1/1 0.97 0.37 42,42,42 42 0
o4 MG DA | 3096 1/1 0.97 0.37 40,40,40,40 0
o4 MG BA | 3011 1/1 0.97 0.15 83,83,83,83 0
54 MG DA | 3227 1/1 0.97 0.32 34,34,34,34 0
54 MG AA | 1622 1/1 0.97 0.81 88,88,88,88 0
54 MG BA | 3186 1/1 0.97 0.32 52,52,52,52 0
54 MG DA | 3293 1/1 0.97 0.10 67,67,67,67 0
o4 MG DA | 3039 1/1 0.97 0.29 48,48,48,48 0
o4 MG DA | 2997 1/1 0.98 0.17 35,35,35,35 0
54 MG BA | 2945 1/1 0.98 0.22 72,72,72,72 0
54 MG BA | 3210 1/1 0.98 0.33 48,48,48,48 0
54 MG DA | 2937 1/1 0.98 0.55 25,25,25,25 0
54 MG BA | 3245 1/1 0.98 0.29 54,54,54,54 0
54 MG BA | 3211 1/1 0.98 0.37 59,59,59,59 0
o4 MG BA | 3008 1/1 0.98 0.18 57,57,57,57 0
o4 MG BA | 3181 1/1 0.98 0.53 22,22,22.22 0
54 MG BA | 3214 1/1 0.98 0.41 53,53,53,53 0
54 MG BA | 2932 1/1 0.98 0.26 41,41,41,41 0
54 MG BA | 2947 1/1 0.98 0.30 14,14,14,14 0
54 MG BA | 2933 1/1 0.98 0.30 32,32,32,32 0
54 MG BA | 2934 1/1 0.98 0.44 28,28,28,28 0
o4 MG DA | 3219 1/1 0.98 0.29 67,67,67,67 0
54 MG CA | 1729 1/1 0.98 0.17 98,98,98,98 0
54 MG DA | 3075 1/1 0.98 0.23 64,64,64,64 0
54 MG CA | 1644 1/1 0.98 0.45 70T 0
54 MG BA | 2950 1/1 0.98 0.18 32,32,32,32 0
54 MG BA | 2951 1/1 0.98 0.38 28,28,28,28 0
o4 MG BA | 3134 1/1 0.98 0.17 64,64,64,64 0
o4 MG CA | 1734 1/1 0.98 0.15 | 117,117,117,117 0
54 MG DA | 3081 1/1 0.98 0.10 71,71,71,71 0
54 MG AA | 1743 1/1 0.98 0.47 83,83,83,83 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 2953 1/1 0.98 0.16 37,37,37,37 0
54 MG BA | 3296 1/1 0.98 0.16 47474747 0
54 MG BA | 3224 1/1 0.98 0.22 45,45,45,45 0
54 MG BA | 2974 1/1 0.98 0.20 45,45,45,45 0
54 MG BA | 2936 1/1 0.98 0.18 43,43,43,43 0
o4 MG DA | 3156 1/1 0.98 0.18 78,78,78,78 0
54 MG BA | 2901 1/1 0.98 0.40 23,23,23,23 0
54 MG DA | 2961 1/1 0.98 0.15 29,29,29,29 0
54 MG DA | 3237 1/1 0.98 0.23 87,87,87,87 0
54 MG DA | 2962 1/1 0.98 0.38 37,37,37,37 0
54 MG BA | 3264 1/1 0.98 0.14 | 116,116,116,116 0
o4 MG CA | 1615 1/1 0.98 0.27 51,51,51,51 0
o4 MG DA | 2902 1/1 0.98 0.40 10,10,10,10 0
o4 MG DA | 2903 1/1 0.98 0.33 7,7,7,7 0
54 MG BA | 3020 1/1 0.98 0.30 62,62,62,62 0
54 MG BA | 3167 1/1 0.98 0.14 50,50,50,50 0
54 MG DA | 2906 1/1 0.98 0.41 27,27,27,27 0
54 MG DA | 2907 1/1 0.98 0.47 7,7,7,7 0
54 MG DA | 2908 1/1 0.98 0.26 24,24.24.24 0
54 MG CA | 1659 1/1 0.98 0.38 71,71,71,71 0
54 MG DA | 2910 1/1 0.98 0.30 6,6,6,6 0
54 MG DA | 3102 1/1 0.98 0.20 68,68,68,68 0
54 MG BA | 3304 1/1 0.98 0.06 | 124,124,124,124 0
54 MG DA | 3328 1/1 0.98 0.10 45,45,45,45 0
54 MG DA | 2912 1/1 0.98 0.45 18,18,18,18 0
o4 MG DA | 2976 1/1 0.98 0.30 37,37,37,37 0
o4 MG BA | 2977 1/1 0.98 0.28 52,52,52,52 0
54 MG DA | 3255 1/1 0.98 0.15 | 101,101,101,101 0
54 MG BA | 2956 1/1 0.98 0.46 35,35,35,35 0
54 MG BA | 3198 1/1 0.98 0.20 81,81,81,81 0
54 MG BA | 3046 1/1 0.98 0.92 87,87,87,87 0
54 MG DA | 2919 1/1 0.98 0.28 45,45,45,45 0
o4 MG DA | 3044 1/1 0.98 0.08 59,59,59,59 0
o4 MG DB 202 1/1 0.98 0.59 64,64,64,64 0
54 MG AA | 1617 1/1 0.98 0.19 7T 0
54 MG DA | 3183 1/1 0.98 0.09 83,83,83,83 0
54 MG DA | 2921 1/1 0.98 0.42 17,17,17,17 0
54 MG DA | 2984 1/1 0.98 0.20 66,66,66,66 0
o4 MG DA | 3048 1/1 0.98 0.09 66,66,66,66 0
o4 MG BA | 2918 1/1 0.98 0.35 17,17,17,17 0
54 MG DA | 3188 1/1 0.98 0.51 9,9,9,9 0
54 MG DA | 2923 1/1 0.98 0.23 17,17,17,17 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 2924 1/1 0.98 0.48 41,41,41,41 0
54 MG AA | 1620 1/1 0.98 0.23 56,56,56,56 0
54 MG DA | 3194 1/1 0.98 0.36 10,10,10,10 0
54 MG DA | 3195 1/1 0.98 0.26 51,51,51,51 0
54 MG BB 204 1/1 0.98 0.12 87,87,87,87 0
54 MG BA | 3203 1/1 0.98 0.19 41,41,41,41 0
54 MG BA | 3174 1/1 0.98 0.20 84,84,84,84 0
54 MG AA | 1672 1/1 0.98 0.46 | 101,101,101,101 0
54 MG DA | 2930 1/1 0.98 0.15 36,36,36,36 0
54 MG BA | 2929 1/1 0.98 0.46 37,37,37,37 0
54 MG BA | 2930 1/1 0.98 0.34 34,34,34,34 0
55 ZN AN 101 1/1 0.98 0.14 | 120,120,120,120 0
o4 MG DA | 3203 1/1 0.98 0.23 46,46,46,46 0
o4 MG AA | 1606 1/1 0.98 0.36 53,53,53,53 0
54 MG DA | 3167 1/1 0.99 0.16 68,68,68,68 0
54 MG BA | 2903 1/1 0.99 0.39 14,14,14,14 0
54 MG DA | 2931 1/1 0.99 0.25 23,23,23,23 0
54 MG BA | 3153 1/1 0.99 0.30 67,67,67,67 0
o4 MG AA | 1730 1/1 0.99 0.09 49,49,49,49 0
o4 MG DA | 3204 1/1 0.99 0.14 54,54,54,54 0
54 MG CA | 1690 1/1 0.99 0.52 61,61,61,61 0
54 MG CA | 1602 1/1 0.99 0.09 64,64,64,64 0
54 MG BA | 2902 1/1 0.99 0.46 16,16,16,16 0
54 MG DA | 3190 1/1 0.99 0.44 27,27,27,27 0
54 MG DA | 3191 1/1 0.99 0.48 24,24.24.24 0
o4 MG BA | 2965 1/1 0.99 0.27 47474747 0
o4 MG BA | 3247 1/1 0.99 0.15 52,52,52,52 0
54 MG DA | 2951 1/1 0.99 0.18 38,38,38,38 0
54 MG BA | 2925 1/1 0.99 0.27 29,29,29,29 0
55 ZN AD 301 1/1 0.99 0.27 80,80,80,80 0
54 MG DA | 2917 1/1 0.99 0.25 22,22,22.22 0
54 MG DA | 3123 1/1 0.99 0.08 59,59,59,59 0
o4 MG DA | 2918 1/1 0.99 0.35 15,15,15,15 0
54 MG BA | 2906 1/1 1.00 0.22 5,9,9,5 0

6.5 Other polymers (i)

There are no such residues in this entry.
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