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PDB ID
Title
Authors

Deposited on
Resolution

Mar 6, 2026 — 05:50 AM UTC

4V7J / pdb_00004v7j

Structure of RelE nuclease bound to the 70S ribosome (precleavage state)
Neubauer, C.; Gao, Y.-G.; Andersen, K.R.; Dunham, C.M.; Kelley, A.C.;
Hentschel, J.; Gerdes, K.; Ramakrishnan, V.; Brodersen, D.E.

2009-11-02

3.30 A(reported)

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

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

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

with specific help available everywhere you see the (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 : 4-5-2 with Phenix2.0

Mogul : 2022.3.0, CSD as543be (2022)
Xtriage (Phenix) : 2.0
EDS : 3.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
CCP4 : 9.0.010 (Gargrove)
Density-Fitness : 1.0.12
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:

X-RAY DIFFRACTION
The reported resolution of this entry is 3.30 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in

the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value
Rfree N [ — 2453
Clashscore . 34
Ramachandran outliers I 11.5%
Sidechain outliers I 2.1%
RSRZ outliers I I 6.0%
RNA backbone IS [r— 055

Worse Better
l Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution

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

Rfree 180053 1169 (3.32-3.28)

Clashscore 190562 1209 (3.32-3.28)

Ramachandran outliers 187476 1188 (3.32-3.28)

Sidechain outliers 187428 1187 (3.32-3.28)

RSRZ outliers 180081 1169 (3.32-3.28)

RNA backbone 3983 1048 (3.60-3.00)

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 Ab 256 23% 54% 13% - 9%
3%
1 Bb 256 24% 54% 13% - 9%
5%
I
2 Ac 239 28% 44% 14% 14%
3%
- |
(] (] (] (]
2 Be 239 28% 44% 14% 14%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
2%
e
3 Ad 209 33% 519% 2% -
7%
T
3 Bd 209 35% 50% 10% .
%
I
4 Ae 162 33% 48% 2% 1%
%
. I
4 Be 162 32% 48% 12% 7%
%
!
5 Af 101 31% 63% 6%
5%
5 Bf 101 32% 62% “5% -+
8%
[— . om
6 Ag 156 35% 55% 8%
7%
6 Bg 156 33% 58% 8% .
6%
7 Ah 138 33% 57% T
8%
—_—
7 Bh 138 35% 54% %
2%
. | o
8 Ai 128 24% 62% 12% .-
1%
. | . S m
8 Bi 128 23% 62% 12%
16%
. | ...
9 Aj 105 27% 48% 18% T
1%
. h
9 Bj 105 26% 49% 18% . 7%
5%
- I
10 Ak 129 40% 46% 6% 8%
5%
- I
10 Bk 129 41% 45% 6% 8%
8%
[—
11 Al 132 32% 44% 14% 6%
7%
[—
11 Bl 132 34% 42% 14% 6%
17%
"
m 18% 51% 21% r 6%
12 A 126
13%
=
m 15% 55% 20% 6%
12 B 126
13%
_ I
13 An 61 15% 67% 16% .
10%
‘ |
13 Bn 61 16% 66% 16% .
7%
f—
o 49% 40% 8%
14 A 89
%
. L
14 Bo 89 49% 43% 6% -
5%
15 Ap 88 31% 60% . 6%

w_ 0

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

Mol | Chain | Length Quality of chain
5%
f— ——
15 Bp 88 31% 59% 5% 6%
3%
- I
16 Aq 105 2% 49% . 6%
5%
16 Bq 105 41% 49% 5% 6%
%
=
17 Ar 88 32% 34% 13% - 20%
5%
f—
17 Br 88 32% 36% 10% « 20%
10%
| N
18 As 93 14% 48% 19% . 16%
8%
-
18 Bs 93 15% 46% 20% . 16%
15%
e
19 At 106 32% 42% 19% 7%
7%
—_—
19 Bt 106 31% 43% 19% 7%
33%
e —
20 Au 27 52% 33% 1%
30%
—_— ——
20 Bu 27 56% 30% . 11%
1%
21 Ay 95 8% 51% 31% 0% .
3%
_
21 By 95 23% 54% 16% 6% -
%
- .
22 Aa 1504 35% 55% 9% -
%
= .
22 Ba 1504 35% 55% 9% -
8%
]
23 Ax 25 8% 16% 20% - 52%
8%
B e
23 Bx 25 . 24% 8% 12% 52%
s
24 Av 77 44% 42% 13% =
%
. S
24 Bv 77 51% 32% 16% .
26% 68% 5% &
25 Aw 77
%
|
25 Bw 77 32% 56% e
10%
e
26 AC 229 20% 30% . 48%
10%
| -
26 BC 229 20% 31% . 48%
7%
f—
27 AD 276 36% 42% 19% _—
3%
f—
27 BD 276 34% 42% 20% _—

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
5%
28 AE 206 31% 44% 20%
5%
28 BE 206 33% 42% 20%
%
29 AF 210 34% 47% 17%
3%
29 BF 210 - 34% 47% 16%
8%
30 | AG 182 | e 55% — —
0%
30 BG 182 _19%_ 52% 25%
6%
31 AH 180 — 33% 41% 13% 9%
11%
h
31 BH 180 29% 44% 13% 5% 9%
36%
—
32 Al 148 14% 57% 20% 7% .
36%
e
32 BI 148 16% 52% 22% 7%
19%
-
33 Al 173 43% 24% 8% 25%
24%
..
33 BJ 173 32% 25% 16% 25%
5%
_
34 AN 140 22% 56% 18%
5%
_
34 BN 140 24% 51% 22%
%
35 AO 122 : 46% 46% 7% -
%
35 BO 122 : 44% 46% 9%
17%
36 AP 150 23% 37% 29% 8%
23%
36 BP 150 20% 40% 30% 7%
6%
37 AQ 141 42% 44% 12%
5%
37 BQ 141 - 40% 45% 13%
8%
h
38 AR 118 25% 54% 17%
8%
h
38 BR 118 29% 50% 18%
29%
I —
39 AS 112 17% 39% 25% 6%  12%
25%
I —
39 BS 112 17% 42% 23% 5%  12%
10%
| ..
40 AT 146 20% 48% 18% 7% 8%

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

Mol | Chain | Length Quality of chain
0%
40 BT 146 18% 49% 19% 7% 8%
3-%
41 AU 118 32% 48% 19%
7%
41 BU 118 33% 48% 18%
3%
42 AV 101 29% 45% 20% 7%
3%
I
42 BV 101 27% 47% 20% 7%
%
. P
43 AW 113 33% 49% 16% :
%
. ————
43 BW 113 34% 48% 16% .
%
. |
44 AX 96 35% 49% 1% -
4%
T ——
44 BX 96 38% 47% 10% - -
23%
I —
45 AY 110 15% 49% 23% 5% 9%
29%
I —
45 BY 110 17% 45% 25% 5% 9%
%
46 A7 206 25% 44% 17% 11%
3%
_
46 BZ 206 19% 44% 23% 11%
9%
_ L ]
47 A0 85 40% 46% 2% -
1%
_ e
47 BO 85 42% 42% 13% e«
3%
- O . ——
48 Al 98 33% 46% 14% -« 5%
3%
- I
48 B1 98 36% 43% 16% 5%
7%
——————-—
49 A2 72 18% 61% 18% .
7%
P —_—_———
29% 51% 14% _—
49 B2 72
3%
- I
50 A3 60 47% 45% 7% .
50 B3 60 48% 42% 8% -
8%
]
51 A4 71 8% 39% 27% 6% 20%
4%
I
10% 38% 27% 6% 20%
51 B4 71
5%
52 A5 60 30% 42% 18% 8%
3%
-
52 B5 60 30% 42% 18% 8%

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

Mol | Chain | Length Quality of chain
20%
I —
53 A6 54 6% 52% 30% 6% 1%
7%
53 B6 54 6% 50% 31% 6% 1%
%
54 A7 49 = 43% 47% 6% o
3%
54 B7 49 - 37% 53% 6% o
26%
I — ——
55 A8 65 20% 52% 14% 11%
4%
55 B8 65 18% 52% 18% - .
9%
I
56 A9 37 46% 49% 5%
22%
I ——
56 B9 37 51% 43% 5%
%
57 AA 2848 . 40% 47% 11%
%
57 BA 2848 = 40% 47% 11%
3%
58 AB 119 - 38% 52% 9% .
5%
58 BB 119 - 40% 50% 9% .

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
23 | OMG Ax 21 - - X
60 MG AA | 2928 - - -
60 MG AA ] 2940 - - -
60 MG AA | 2967 - - -
60 MG AA | 2975 - - -
60 MG AA ] 2980 - - -
60 MG AA | 3002 - - -
60 MG AA ] 3015 - - -
60 MG AA ] 3030 - - -
60 MG AA | 3036 - - -
60 MG AA | 3057 - - -
60 MG AA | 3069 - - -
60 MG AA | 3091 - - -
60 MG AA | 3103 - - -
60 MG AA | 3109 - - -
60 MG AA | 3112 - - -
60 MG AA | 3149 - - -

DAL AL S| PR AL | S| AL AL | K| AL R ] K| A

Continued on next page...



Page 8

wwPDB X-ray Structure Validation Summary Report

4vVTJ

Continued from previous page...

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
60 MG AA | 3152 - - - X
60 MG AA | 3215 - - - X
60 MG AA | 3237 - - - X
60 MG AA ] 3239 - - - X
60 MG AA | 3243 - - - X
60 MG AA | 3249 - - - X
60 MG AB 202 - - - X
60 MG Aa 1616 - - - X
60 MG Aa 1637 - - - X
60 MG Aa 1647 - - - X
60 MG Aa 1651 - - - X
60 MG Aa 1664 - - - X
60 MG Aa 1678 - - - X
60 MG Aa 1694 - - - X
60 MG Aa 1705 - - - X
60 MG Aa 1730 - - - X
60 MG Aa 1741 - - - X
60 MG BA | 2958 - - - X
60 MG BA | 2970 - - - X
60 MG BA | 3036 - - - X
60 MG BA | 3053 - - - X
60 MG BA | 3071 - - - X
60 MG BA | 3081 - - - X
60 MG BA | 3135 - - - X
60 MG BA | 3149 - - - X
60 MG BA | 3150 - - - X
60 MG BA | 3162 - - - X
60 MG BA | 3177 - - - X
60 MG BA | 3200 - - - X
60 MG BA | 3208 - - - X
60 MG BA | 3210 - - - X
60 MG BA | 3233 - - - X
60 MG BA | 3234 - - - X
60 MG BA | 3235 - - - X
60 MG BA | 3265 - - - X
60 MG Ba 1625 - - - X
60 MG Ba 1635 - - - X
60 MG Ba 1636 - - - X
60 MG Ba 1646 - - - X
60 MG Ba 1676 - - - X
60 MG Ba 1677 - - - X
60 MG Ba 1680 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
60 MG Ba 1682 - - - X
60 MG Ba 1692 - - - X
60 MG Ba 1698 - - - X
60 MG Ba 1699 - - - X
60 MG Ba 1702 - - - X
60 MG Ba 1703 - - - X
60 MG Ba 1704 - - - X
60 MG Ba 1706 - - - X
60 MG Ba 1707 - - - X
60 MG Ba 1713 - - - X
60 MG Ba 1717 - - - X
60 MG Ba 1720 - - - X
60 MG Ba 1728 - - - X
60 MG Ba 1739 - - - X
60 MG Bv 103 - - - X
60 MG Bv 104 - - - X
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2 Entry composition (i)

There are 60 unique types of molecules in this entry. The entry contains 297206 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 protein called 30S ribosomal protein S2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 Ab 234 Tl‘gg%l IZCB 3121 321 § 0 0 0
1 Bb 234 r{gg%l 12013 314\111 321 § 0 0 0
e Molecule 2 is a protein called 30S ribosomal protein S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 Ac 206 f(étgl 1(?16 311]4 2(331 ? 0 0 0
2 Be 206 ?gtf;l 10C16 311]4 2(8)1 ? 0 0 0
e Molecule 3 is a protein called 30S ribosomal protein S4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 Ad 208 ?(;8331 10%6 31§9 281 s 0 0 0
3 Bd 208 1;(;8&31 10%6 31§9 281 g 0 0 0
e Molecule 4 is a protein called 30S ribosomal protein S5.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 Ae 150 ?1)51%1 7(234 zlf? 2(31 zSL 0 0 0
4 Be 150 ?EZ‘I 734 2T7 2(81 481 0 0 0

e Molecule 5 is a protein called 30S ribosomal protein S6.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o Af 101 843 531 155 154 3 0 0 0
Total C N O S
o Bt 101 843 531 155 154 3 0 0 0
e Molecule 6 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 Ag 155 1257 781 252 218 6 0 0 0
Total C N O S
0 Be 195 1257 781 252 218 6 0 0 0
e Molecule 7 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7 Ah 138 1116 705 215 193 3 0 0 0
Total C N O S
7 Bh 138 1116 705 215 193 3 0 0 0
e Molecule 8 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
) Total C N O
8 Al 127 1010 639 197 174 0 0 0
) Total C N O
8 Bi 127 1010 639 197 174 0 0 0
e Molecule 9 is a protein called 30S ribosomal protein S10.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
) Total C N O S
) Aj 8 794 499 156 138 1 0 0 0
) Total C N O S
) B] 8 794 499 156 138 1 0 0 0
e Molecule 10 is a protein called 30S ribosomal protein S11.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
10 Ak 119 885 549 168 165 3 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
10 Bk 119 T808t5al 529 11(\518 1((?5 2 0 0 0
e Molecule 11 is a protein called 30S ribosomal protein S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR T H K
IR T HIEEKEE
e Molecule 12 is a protein called 30S ribosomal protein S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12| Am 118 EO;? | 5?9 11;3 1(6)3 g 0 0 0
12| Bm 118 1;)0;? | 5(719 11;)13 1((?3 g 0 0 0
e Molecule 13 is a protein called 30S ribosomal protein S14 type Z.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
131 An 60 TA?;; l 3(1]2 11(\)14 702 zSL 0 0 0
13 Bo 60 Ifgt; l 3(1]2 11514 702 zSL 0 0 0
e Molecule 14 is a protein called 30S ribosomal protein S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
e i E R ¥ 0 0
14| Bo i B ¥ 0 0
e Molecule 15 is a protein called 30S ribosomal protein S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15| Ap i S0 a3 10 17 1 ¥ ¥ ¥
o Be i S0 a3 10 17 1 ¥ ¥ ¥
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e Molecule 16 is a protein called 30S ribosomal protein S17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 Aq % Tsozt?? l 528 11;1 122 2 0 0 0
16 Ba % TSO;;I 538 11;1 151)2 2 0 0 0
e Molecule 17 is a protein called 30S ribosomal protein S18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
17| Ar 70 207? l 357 1?2 55 0 0
17| Br 70 Tg);j l 3%7 1?2 905 0 0
e Molecule 18 is a protein called 30S ribosomal protein S19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
18 | As & 1;50;3 1 4(033 111]4 1?0 g 0 0 0
18 | Bs & T602t5L 1 4%3 111]4 1C1)0 2 0 0 0
e Molecule 19 is a protein called 30S ribosomal protein S20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
19 At %9 s | 430 162 1(2)9 ) 0 0 0
19| Bt %9 T7O6t§Ll 4(7]0 162 1(2)9 ) 0 0 0
e Molecule 20 is a protein called 30S ribosomal protein Thx.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
20 | Au 24 goggl 1(238 é\é ;2) 0 0 0
20 | Bu 24 goggl 1(238 51\5 g) 0 0 0

e Molecule 21 is a protein called Toxin relE.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
21 Ay 4 770 496 133 139 2 0 0 0
Total C N O S
21 | By o4 766 495 130 139 2 0 0 0
There are 4 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual Comment Reference
Ay 45 ALA ARG | engineered mutation | UNP P0CO077
Ay 81 ALA ARG | engineered mutation | UNP P0CO77
By 45 ALA ARG | engineered mutation | UNP P0CO077
By 81 ALA ARG | engineered mutation | UNP P0CO077
e Molecule 22 is a RNA chain called RNA (1504-MER).
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N 0O P
22 Aa 1504 32329 14390 5992 10444 1503 0 0 0
Total C N O P
22 Ba 1504 32329 14390 5992 10444 1503 0 0 0

e Molecule 23 is a RNA chain called RNA (5-R(*GP*GP*CP*AP*AP*GP*GP*AP*GP*GP
*UP*A*AP*AP*AP*AP*UP*GP*(OMU)P*(A2M)P*(OMG)P*AP*AP*AP*A)-3").

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
28| Ax 12 T206t;l 1(2]1 Eljl 7% i 0 0 0

28 | Bx 12 T206t;l 1(2]1 Eljl ;)6 i 0 0 0

e Molecule 24 is a RNA chain called RNA (77-MER).

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2] A " ?gil 7?3 215\;7 5(?35 % 0 0 0

24| By " ?ZEI 7?3 21;7 5(?35 % 0 0 0

e Molecule 25 is a RNA chain called RNA (77-MER).
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
25 | Aw " f(éffél 7;32 2137 525 72 0 0 0
25 | Bw " f(éffél 7§2 21;7 5(?35 72’ 0 0 0

e Molecule 26 is a protein called 50S ribosomal protein L1.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
6 | Ac |0 g Gy oy | 0|00
% | BC |0 g e mam oy | 0| 00
e Molecule 27 is a protein called 50S ribosomal protein L2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
27 AD 271 g(igzl 13029 41116 3(;6 g 0 0 0
27 BD 271 2(1)811 1?(;29 41116 3(;6 g 0 0 0

e Molecule 28 is a protein called 50S ribosomal protein L3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
28 AR 204 quggl 9(8}8 215\;9 2C7)0 2 0 0 0
28 BE 204 111(5)221 9(838 21;9 2?0 g 0 0 0

e Molecule 29 is a protein called 50S ribosomal protein L4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
20 | AF I 0 0 0
29 B 207 ilrgg?’)l 1(%5 31(\)I3 2(8)2 g 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

30 AG 181 ?Zt;ll 95132 21(\318 2((?() ZSL 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
30 BG 181 ?Z;Zl 95112 21(\518 2((?() ZSL 0 0 0
e Molecule 31 is a protein called 50S ribosomal protein L6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
R T L L .
R R B L .
e Molecule 32 is a protein called 50S ribosomal protein L9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 Al 145 ?i?ll 7(;3 21(\JI() 2(87 ? 0 0 0
32 Bl 145 rf‘i?ﬁl 723 21(\JIO 2(87 ? 0 0 0
e Molecule 33 is a protein called 50S ribosomal protein L10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 A 130 rl;ioéfil Sgl 11;%]0 1(;0 0 0 0
33 BJ 130 1;30;?1 3(831 lli\)jO 1(330 0 0 0
e Molecule 34 is a protein called 50S ribosomal protein L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 AN 138 qu(l)gjll 7(1}2 21(\)16 1C8)2 i 0 0 0
34 BN 138 111(1)2)11 7(132 21(\)16 1(8)2 ZSL 0 0 0
e Molecule 35 is a protein called 50S ribosomal protein L14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
35| A0 12| Gl s m 1m0 4 0 0 0
5 | BO 12| Gl s m 1m0 4 0 0 0
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e Molecule 36 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 AP 146 ?‘iﬁl 632 21;17 1(33 2 0 0 0
36 BP 146 ?iﬁl 632 21;17 183 2 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
37 AQ 140 ?itf;l 7(;0 21110 1(6?5 g 0 0 0
37 BQ 140 ﬁtf;l 7C110 21110 125 g 0 0 0

e Molecule 38 is a protein called 50S ribosomal protein L17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
38 AR 17 goﬁtgl 559 21(\)12 1?9 0 0 0
38 BR 17 T906t8L 1 539 21(\)12 1C5)9 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
391 A5 o8 T s 11 190 0 0 0
39 | BS o8 T s 11 190 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
40 AT 135 111(1);?%1 6(939 21;’)]0 1(33 ? 0 0 0
40 BT 135 111(1);?%1 6(9]9 21;10 1(33 ? 0 0 0

e Molecule 41 is a protein called 50S ribosomal protein L20.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
4l AU 17 958 604 202 151 1 0 0 0
Total C N O S
41 BU 17 958 604 202 151 1 0 0 0
e Molecule 42 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
12 AV 101 779 501 142 135 1 0 0 0
Total C N O S
2 BV 101 779 501 142 135 1 0 0 0
e Molecule 43 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
43 AW 113 896 563 176 155 2 0 0 0
Total C N O S
43 BW 113 896 563 176 155 2 0 0 0
e Molecule 44 is a protein called 50S ribosomal protein L23.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
44 AX )2 725 471 131 123 0 0 0
Total C N O
44 BX 92 725 471 131 123 0 0 0
e Molecule 45 is a protein called 50S ribosomal protein [.24.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 AY 100 775 500 148 123 4 0 0 0
Total C N O S
4 BY 100 775 500 148 123 4 0 0 0
e Molecule 46 is a protein called 50S ribosomal protein L25.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
16 AZ 184 1467 936 261 268 2 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

46 Bz 184 ?Zg;l 9?6 21(\311 2((?8 2 0 0 0
e Molecule 47 is a protein called 50S ribosomal protein L27.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
47 A0 84 1;)’0(:;1 4(130 114\110 1(1)1 ? 0 0 0
47 B0 84 T606t;1 4(130 114\110 1(1)1 ? 0 0 0

e Molecule 48 is a protein called 50S ribosomal protein L28.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
48 Al 93 T7O3t fl 420 1125 1(2)5 ? 0 0 0
48 Bl 93 Ij;)i’)t fl 4%0 1125 1(2)5 ? 0 0 0

e Molecule 49 is a protein called 50S ribosomal protein L29.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
49 A2 & 1;)053 l 3(730 11;1 1(36 El; 0 0 0
49 B2 & T50€;8a l 3(730 11;]1 1(36 ? 0 0 0

e Molecule 50 is a protein called 50S ribosomal protein L30.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

50| A3 % o 20 o0 1 0 0 0
e Molecule 51 is a protein called 50S ribosomal protein L31.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
51 | A4 57 ngl 255 ;\; é% § 0 0 0
51 | B4 57 ngl 2(835 ;\; é% ? 0 0 0

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

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
53 | A6 50 Tl e~ o 0 0 0
53 | B6 50 Tl e~ o 0 0 0
e Molecule 54 is a protein called 50S ribosomal protein L34.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
A s 0 |0 |0
e Molecule 55 is a protein called 50S ribosomal protein L35.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
B a8 | s | 0 | 0 |0
BB | | s | 0 | 0 |0

e Molecule 56 is a protein called 50S ribosomal protein L36.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
56 | A9 37 T?)Oot?l 128 61\; 57 2 0 0 0
5 | B9 37 1;)0531 1;38 61\; 57 2 0 0 0

e Molecule 57 is a RNA chain called RNA (2848-MER).
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
o7 AA 2848 61341 27300 11478 19716 2847 0 0 0
Total C N O P
o7 BA 2848 61341 27300 11478 19716 2847 0 0 0
e Molecule 58 is a RNA chain called RNA (119-MER).
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N @) P
o8 AB 119 2551 1136 471 826 118 0 0
Total C N @) P
o8 BB 119 2551 1136 471 826 118 0 0

e Molecule 59 is ZINC ION (CCD ID: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf

59 Ad 1 Total Zn 0 0
1 1

59 An 1 Total Zn 0 0
1 1

59 Ad 1 Total Zn 0 0
1 1

59 A9 1 Total Zn 0 0
1 1

59 Bd 1 Total Zn 0 0
1 1

59 Bn 1 Total Zn 0 0
1 1

59 B4 1 Total Zn 0 0
1 1

59 | B9 1 Toltal Zln 0 0

e Molecule 60 is MAGNESIUM ION (CCD ID: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroOcc | AltConf

60 | Am | Toltal hﬁg 0 0

60 | Aq | Toltal hgg 0 0
Total Mg

60 Aa 145 145 145 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

60 Av 4 P 0 0

60 | Aw | Toltal N{g 0 0

60 | AD 9 Total - Mg 0 0
9 9

60 | AF | Toltal N{g 0 0

60 | AQ | Toltal N{g 0 0

60 | AX 1 Toltal hgg 0 0

60 Al 1 Toltal hgg 0 0

60 A5 1 Toltal N{g 0 0

60 A7 9 Total - Mg 0 0
9 9
Total Mg

60 | AA 368 268 368 0 0

60 | AB 3 Total -~ Mg 0 0
3 3

60 | Bm 9 Total - Mg 0 0
9 9

60 | Bq 1 Toltal N{g 0 0
Total Mg

60 Ba 143 s L 0 0

60 Bx 1 Total = Mg 0 0
1 1

60 Bv 5 Total = Mg 0 0
5 5

60 | Bw 1 Toltal l\gg 0 0

60 | BD 9 Total = Mg 0 0
9 9

60 | BF 1 Toltal l\gg 0 0

60 | BQ 1 Toltal l\gg 0 0

60 | BX ! Toltal hgg 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
60 | BoO 9 Total - Mg 0 0
9 9
60 | B5 | Toltal N{g 0 0
60 | BT 9 Total - Mg 0 0
9 9
Total Mg
60 | BA 366 A 0 0
60 | BB 3 Total - Mg 0 0
3 3
SPDE
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3 Residue-property plots (i)

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

electron density. Residues are color-coded according to the number of geometric quality criteria

for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more.

A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). Stretches of 2
or more consecutive residues without any outlier are shown as a green connector. Residues present

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

e Molecule 1: 30S ribosomal protein S2

9%

O o NIl ®©
0 © Y Y Y ©0 ©
Ad < =m =

13%

54%

23%

4%

Chain Ab:

® 0.4

851
994

S84
Sl

791

(4728

O%H
6€1

Sed
ey

TEX

62y

pxas

gl"}
28

~
22

)
—
==

9TH

4%

CETA
T€1d

+

S¢1d
iZ48

(44X}
1211

911d
STT1
424

CTTA
0TTh

80TI

POTIN
€0TL
[40%)

001D

S8V

0 o —
i~ [6l o
=2 B

LLY

SN

€LL
cL
TLA

| verd
€610
T61S
161
06TL
6810
88TV
1871
981V
98TT
$8TA
£81d
z81I
1874
0811
8.7
LLTY
9,78
BLTA 8€¢T
€LY L€
TLTY se2s
0478 yeed
L eoTy €628
89TL [ |
19Td o€z
997a [ |
| soTA 9zzy
$9TA [ |
€914 €221 o]
T9TI zTel N
[ ] 1221 o
® 651d ozza B
811 6TCA )
15T 81Ty o
[irewl =
Bl = =
$STT 5121 =
€974 o ©iaI
e zaTd €121 g
197D leie 2
0518 1121 3
6911 otzs el
- 6024 =
Ly 8021 =
97Tl L02¥ N
-2 O 90za %
= BN
v €029 —
At zozd [5)
=~
| ovIH 1021 =
6ETH ez O
8eT1 66TA <
LETH 8610 o
® 9€TA L6TA M
beTd o [ J

9%

.

13%

54%

3

24%

4%

Chain Bb:

794

891

994
S84
el
€94

791

®
I
<
h

O%H
6€1

9€Yd
sed

® 1€k

62y
8¢d
LeH

(49}

6TH

9TH

et E
15 M < O

T€1d

S¢1d
¥Z18

[44 %)
1211

9T1d
STT1
421

CTTA

0TTh

80TI

€6A

06K

88V
184

S8V

T8A

6.
8.b
LLY

SN

€LL
cL
TLA

8€TT

9ETA
SETS

€6Ta

e Molecule 2: 30S ribosomal protein S3

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 25

14%

14%

44%

28%

5%

Chain Ac

N © I~
(3] oA

3

258
B2

Ih
0
=1

0
)
=

3]
7]
<

199
oSy

o
i
]

el

6€L

L€D
9ea
sed

€e1

o
)
-

ogyd

D
o
I>-

Lo
ol
S2H
vev

D ™

I o

Imr>-
o <
.g .
—

~
—
a

YII
€19

Ty
0Td

ke
=1

6CTY
LTy
€210

6174
8TTh
LITV
9TTA
STT1
¥11d
194 4
(495
1111

60Td
80TN

90TA

L1634

S6L

—
@
-

684

©
0
=

g

2
e

~
~
=

o N ™ ©
[ ~
=< XA >

oo
©
=

S9V
7oA

86TA
LBTD

761D

C6TL
T6TL

® 68TV

9814

Z8TI

08TY
6.74
8L11

® S.iT1

E€LIA
cL1d

[4343]

631D

LSTI

SSGTD

€GTA

TGTA

6TV
8¥%1D

Ll

(045"

8ETA

9eTh
® SEN
YETI

CETH

O0ETA

L0TA
9023

e Molecule 2

7021
€024

30S ribosomal protein S3

14%

14%

44%

28%

3%
-

Chain Be

o9V

isict
LSI

SSA

€SV

T8
oSV

o0
i
=

el

9ea
sed
el

(49

ogeyd
6CA

9
4]
vev
€CTA
(44

(=23
2
ImI

~
—
a

Y
€19

T
0Td

8I

N © I~
(3] o oA

1671

3588883
EEEERER

2
e

LLI
9LA

€Ld
TLA

0LA

S9V

<
©
=

86TA
L61D
9611

761D

26TL
T6TL

68TV

9814

2811

08TY
6.14
8L11

SLT71

E€LTA

7914

29Th

631D

LSTI

SSGTD

€GTA

TGTA

67TV
8¥%1D

Ll

(0745

8ETA

9ETh

e Molecule 3

YETI

CETH

0ETA

L0TA

90T

7021
€024

308 ribosomal protein S4

12%

12%

51%

33%

(] (]
M < Ww o~
Rl il
e s>

Chain Ad

TO%

8G1
LS4

SSY
14528

2ss

e 67

©
<
<

L

o

E€VH

8EA

cey
€0

62d
8CS
LTA

] e}
N N
I:‘Izl

611

©
=

[43)

8CTTA
LTTL

SCTH

® €CIH
[44%)
TCTA
0ZTT
611D

L1TV
91T

® CTITA

80TT
074
90TA

70TA

2ota
TOTT
00TY
66S
864

961

761
€64
(4N

06D

88A

N
©
<

[ X )
© o
~ o~
iq u‘I

€4
cLa

894

S9Y
%91

0023

86TA

S6TV
7611
€6TQ

68Td

1874
9811

8T
T8TH

6L14

LL1Q

YLTT
ELTM

0ETD

6024

LOTK
9024
{ofacs
0TI
20TT

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 26

in S4

30S ribosomal protei

e Molecule 3

10%

50%

35%

7%

Chain Bd

791

TOA

67d

Svh

[43)

® LETIS
9€Td

e 7Eld
® €EIA

0ETH

8CTA
L2TL

SCTH

€CTH

LL1a

YLTT

ELIM

0LTA

SOTW

€974

308 ribosomal prote

6ETY
8ETX

in SH

e Molecule 4

7%

12%

48%

hn [}
= E
= =

33%

2%
n

Chain Ae

L9A
99

794
€94
ooV
® 19X

@
T}
3

LS4
95b

2¢S8d
TSA
083

id
LVd

0
<
=1

6€D

oM W0 O N~ 0
mmmmgm
= >=0A o

0
N
12

[

[443)

ozh

3

T1I

L3

YETY

CETY
T€TI

92Ty

€211
[445s

0ZTL
6111

€STH

TST1
0STY

ST
4428

e Molecule 4

(4458

6€TT
8ETV

SETL

S5

308 ribosomal protein

2%

7%

12%

48%

32%

Chain Be

0.d
69A
894
LOA
99N

2L
€94

T9K
L83
950
€91

TSA
0s3

L9

Svd

€71

TvA
ovYd
6€D
8ed
Led
9ed
ged
vea
€EA

44!

3

(o14]

o o
— o
m =

-
~ pay

® SEil
TETV

CETY

TETI

TST1

S6

n

30S ribosomal prote

e Molecule 5

6%

63%

31%

%
B

Chain Af

89d
LOW
994

90

TIN

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 27

30S ribosomal protein S6

e Molecule 5

6%

5%

62%

32%

Chain Bf

© N~ 0o
© © O ©
M= |

90

DO
n © ©
o

L8b

feielel

TSd
0GA

ovd
S¥1
v¥d

{4758

30S ribosomal protein S7

e Molecule 6

8%

8%

55%

35%

S9V
90

294

[0)%:1

TVTA

8ETH
LETH

SETA

LCTV

SCTH

€¢Td
CCTH
12944
0ZTI
6714
8TTA

91TV
STTH

€174

80TV

90Th
SOTA
7011

coTyd
1071
00TY

64

T6A

681

L8A
98b
S84
8N
€8V

o
0
[

08A
6.4
8.4
LLS
9.4
SLA

ELW
cLe

oLx

9GTM

2128

TSTA
0STY
67TY
8VIN

€VTY
{448

308 ribosomal protein S7

e Molecule 6

7%

N~
© ©
I[.':lz

SOV
790

8%

294

6971

950

0SI

L9D

58%

33%

L
s
i

Chain Bg

8ETA
LETA

SETA

LTV

SCTH

€274
CCTH
121V
0CTI
6114
8TTA
LTTY
9TTY
STTY
43t
€173

€vTY
{448
TVIA

308 ribosomal protein S8

e Molecule 7

6%

j}
=I

11%

1

57%

RLDWIDE

33%

Chain Ah

3

¥ox
€91

T9A

98}

¥sa
€9A
2sa
TSA
0sy

8%A

cva

(U4

8€I
LeY
9€T
SEI
ved
€ed
4.1
Ted
ogy
62S

Lzd

Sea

Texd
0CA

9TV
STN
2%
€11
[4x:]
TTL

8a
LY
91
Sd
¥a
€L

0O
PROTEIN DATA BANK

W

erpBe



Page 28

wwPDB X-ray Structure Validation Summary Report

4VT7J

[ X J [ ]
oO-HAa®mYw© o~ SO ON0DO DN O MW
o WY v 0 O WO~ 0D NOFWONONOOOOOO0 O = SO A AN IO ® 000
© N~ N~ o~ 0 0Q Q 0 0 0O © DO D O~ = o o — - — — — — — —
s e o> HERH®BXA ES>SPUENMEBHAAREEERO < H ElcXOS>dEAR © aHOD RS>
e Molecule 7: 30S ribosomal protein S8
8%
. — I
Chain Bh: 35% 54% 12%
[ X X} (]
- AN MW O~ o ~ DO = NMY W ON 00 o N 0 OO = NMmY -~ oM
R IR P e I = R e 1B JaN@ oo a0 o000 3 S ¥ WmWLWLYW ©©© ©
EoaAH<ASHEBERH®= < B e AN EXEHREAHA®GHA <@ Sme>A>A S A
[ ] (X J [ X ) [ ] ®
o MW © 0 OlN ¢ 0N~ oD HONMm SO *838 g 8 23 glla &a ﬁ..% 2 ® &
© EEEELN QX000 RIRSNSBI@A - Hd o P R R i R IR I Rt PRy
£ RABMO> HEfHAXABRE>>>O0>NEHARS®® <HA SAbBA®m o AR O | >
e Molecule 8: 308 ribosomal protein S9
12%
. . S
Chain Ai: 24% 62% 12% .-
e e o000 o ()
MmFWwWON0OO w0 © i~ o Ml NOHWONONOANMF ORI ©NW0DOHNMS W
N <+ w0 N~ a oA A A H H A a4 NANNN 2] o m M m o < S < & < < < wn w w w o © © ©
(2N ) T <=>S<m>mLAaAm CXBEHE CAREE>ELESASmE<><< A <A@ ELAS> B>
[ X X X ) [ ] [ ] o oo
o - < ~ — N M D O < W0 O N~
N~ 0 o — oI~ ©0 0O oM 0 N~ © - oM ©N~ OO OO = o el N NI NN
CEEELREN NENSR®2®RX® 0 R SRR R R R b - oo P e R R R
COOENBOTH HMXIOH< PRt 4 ax>e P R~ IR RS S 4 = XX <@EE oO>unxm
e Molecule 8: 30S ribosomal protein S9
11%
S
23% 62% 12% .
L N ) [ ] [ ]
M WON~0n O W0 © o Ml o0 0 © I~ DO o ¢ w o 0 o ENm 0 © 0 OO —N
N M w0 ~ [} A H H AN N NANNN o0 o m oM m o < S < & S Eﬁ' w [TolTe) ww o o o
(A= T e I I SNE - CXMBEPHE CAREE>ELOSASm<><< A SPA<SARELA <>
° [ ) o060 o [} e o
o am ~ - oo DO o 00N ®©
WO N 0NO NSNS0 O o N MW O N © = o ©N~ 0N O0Oo oo o e albal S amININA
© © © © N~ N~ N~ IS N 00 00 00 Q ©Q © © [ ) (&R B N ] i -~ -~ o o b= el s el
SEMOVOMNBOH HXAOH<M@= IO > a> e AN A DO R A B ® = =R <mE oO>nkm
e Molecule 9: 30S ribosomal protein S10
16%
Chain Aj: 271% 48% 18% - 7%
[ ] ] [ ] o0 0o ® e 00 O
- e} N~ (<] N HEIO oMW 0N O oA < © o ¢ w0 o o] o =
(¥} IV ) — - o N a NN Mmmmmon o MM S < < 0 W W W0 w © © ©
X XAeoL e A<M <ExH>S nYv<Io>n HA AdA RS Ex AELNEDNA®BREA D

N69
R70
L71
V72
T87
T100

-
@
A

Vo4

(] [ ]
~ o ~ oo N o S ©
© ~ ~NNS 0 0 =¢] o
=] a o= e H M@ e A =

e Molecule 9: 30S ribosomal protein S10

WO RLDWIDE

eP

PROTEIN DATA BANK



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 29

11%

—
—
[

7%

18%

49%

26%

1

]

Chain B

8Gd

9GH
SS9

€4d

oy

YvA

®
{420
Tvd

6ed
8€L

ges
vea
€ed
(43
T€D

{48}

(4

8TV
L1d

€TH

I )
-

n
Izl

™
£

00TL

® 861

v6A

T6d

1

8L

S81

€84
281

8LN
LLd
9LN

€.a

0.4

69N

L9L

e Molecule 10: 30S ribosomal protein S11

5%

Chain Ak: -

8%

6%

46%

40%

8EN

Sed
vea

(438
TEL
0€A

LaN
9N

s

N
2]
I:':I

0ZA

8Td
119

STY

€10

L2811

e Molecule 10: 308 ribosomal protein S11

S9V

5%

Chain Bk: T

8%

6%

45%

41%

®
©
=

8vI

9D

¥¥s
£7S

0%I

8EN
LED

Se€d
vea

[4%
TeL
0EA

LeN
9CN

443

1

CCH

0CA

8TYH

STV

€10

T4

12T

e Molecule 11: 30S ribosomal protein S12

€011

660
86T

06D
S8y
78A
Z8A
8.0
LLW

9D
SLA

ELW

TLY

69V
89V
190

SOV

8%
1.

O —JllY O~ 0o
[l SR N Sl S S S
Hpa wmEJdoM[

6%

<
©
I’.

14%

44%

bt
3

32%

Chain Al

694
89V

ToL
091

8GA
LS4

€9y

0SS

8¥%d

Svd

EVA

[}
o
=

[elSTel 2] < v ~
AN ] 20‘) )
X o> A o o o

{443

M ¢ O~ o Il
QR @D o
>3 S e}

0zA
614
8TA

TTA

6b
8N

9L
Sd

L2113

1

(491
1210
® 0TTA

8T1S

@ STIX
e VITd
€TTH

OTTA
601D

TOTA
00TI
66H
864

96A

-
©
w0

e Molecule 11: 30S ribosomal protein S12

6%

14%

42%

34%

7%
Chain BI: —

0LI

89V

S99
794

ToL
091

8SGA
LSY

GSA

€94

TSV

® 8%d

Svd

EVA

B6EA

LED

feion)

ey

D
N
o

@
re
N
-9

€ed
(443

oz
614
8TA

TIA

60
8N

9L
Sd

D E

O R

L DWI
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 30

Le1d

*

(4428

0CTA

8TTS

ST
2958
€TTY

OTTA
601D

3

® T10TA
00TI

864

96A

€61

e Molecule 12: 30S ribosomal protein S13

189
984

781

SIS WO~ o oo
fEYeRE Ry
[N oo = M =

6%

21%

~
<
IQI

51%

17%
18%

Chain Am:

193
09A
6GA

LS4

SGY
7SA
€GA

TSy
0sd
671

3
=

(4414
Tvd

6€1

9%

€EY
{4

oey

8Ty
LTH

0
N
=]

€CTA

T2h
ozl

8TV
LIA

STA
71y
e
CIN
e

o
0 O
Mo A

TITH
0TTYH

SOTL
o1y
€071
[40x:s
TOTD

L6d
961

164

689
® 88y

LY

6%

20%

55%

13%
15%

e Molecule 12: 30S ribosomal protein S13

Chain Bm:

193
09A
6GA

LSY

SGY
wSA
€GA

1314
0S4
671
871
Lya

s

(a4
Tvd

6€1

9€YN

€EV
{4

ogy

(X ]
- ©
IIII(” IIIIIIIIl°° II
= ]

8.1
LN
9LY

VLA
£L3

89D

16%
16%

66%
°

67%

W o O = AN
=24 AadNA
.>":<>‘l"l

e Molecule 13: 308 ribosomal protein S14 type Z

13%
15%
3
[+
10%
16%

—« N
(SIS © P sl
I<‘:&Iqrxml

e Molecule 13: 30S ribosomal protein S14 type Z

Chain An:
Chain Bn:

(4]

Led
oy
ScTA

e Molecule 14: 30S ribosomal protein S15

[4an

ogy
614
8TA

¥1d

[4x:!

8%

40%
D E

R L DWI

O
PROTEIN DATA BANK

W

erbDeBe

49%

4%

Chain Ao: -



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 31

e Molecule 14: 30S ribosomal protein S15

6% oo

43%

49%

181

S94
794

i#
e Molecule 15: 308 ribosomal protein S16

6%

60%

31%

5%

Chain Ap: -

191

e Molecule 15: 308 ribosomal protein S16

69L

191

590

6%

€90

5%
|

SGY

2sa

083

8vM
L%a
9%d
SvL

[0

T9d

59%

6EA
8EA

9€I
ved

€er
(49

Sy

€ca

611

31%
©
=

LIX

5%

Chain Bp: -

€84
4:0]

084

LLV

e Molecule 16: 308 ribosomal protein S17

3%

Chain Aq: -

©o ~
lth

6%

49%

42%

0.4
694

L9
998
991

€94

Tod
09I

894
LSA
9SA
fefeld

€91
{44

6vd
8¥vd
Lvd

SYH

€71

6ES
8€YH
LeX
9€I

€€D

0€ed

Lz24
9zb

€A
{44}

ozl
B6TA

910
ST

(453

6A

® 007X
66S

16S

® S6k
76N

781

e Molecule 16: 308 ribosomal protein S17

T8N

D E

L DWI

SPDB

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 32

6%

5%

49%

41%

5%

Chain Bq: -

693

L9Y%

S9I
¥9d
€94

193
091

864
LSA
9GA
feielel

€97
[4:):1

6vd

8vd
Lvd

€71

6€S

Led
9eT

® 001X

0.4

e Molecule 17: 30S ribosomal protein S18

991
q9T
99U
€90
M zod
N [ |
69s
891
79U
R | oeq
m z9d
08T
€74
53
< 6en
< 8ed
m Loen 00
98N —
mmm [p]
zeu A=
[ 2
0ga o
m.
=
o
[75)
o o
EN Q0
or—
™ =
N
o
o
184 2
08d
3
N 6.1 —
.. 8.1 )
~ L 2
< e 9.1 O
o 9.1 <
.= pL4 o
< €LY M
@) i
[ ]

991
S9I

€90
294

20%

09V
89S
891

9SL

AL

10%

¢Sd

0SI

L}

TH)
. Loor1
2 6EA
8 8ed
LEA ()
9eN —
mmm [9p]
zed . m
[re1 ] o
oga o
624 b
8za oF
—
=
o
105)
" o
™ —
581 N
(@)
(ap]
184 %
X o08d
[5)
5- 6.1 —
. e 8.1 <@
o o =
aa)] 9.1 )
o ® SiI <
= Y24 &)
< €LY M
= [
O sm e

16%

19%

48%

10%
14%

Chain As:

® 184
6LL
8.4
LL1

L4

e Molecule 18: 30S ribosomal protein S19

16%

=
w0
>I

20%

46%

8%
15%

Chain Bs:

291
T9X
09A

8SA
LSH

730
€GN

oSy
671
YL

STA
a2l
ey
vd

0¥vI
6€EL
8€S

S€ES
vEM

0€1

D E

O

R L DWI
PROTEIN DATA BANK

W



Page 33 wwPDB X-ray Structure Validation Summary Report 4V
N J

oo
0 s w0 © o N o © oo -
© 0 © © © KN~ N~ 00

e Molecule 19: 30S ribosomal protein S20

G68

15%
Chain At: 32% 42% 19% 7%
o000
[To R o S i) ISR o O [o¥e) o o o < 0 0N o O - o
R NN N @ [ RS A WL W W WL WO O W ©
@i on - - X N M<HCo m <SHANHEZNM<M@®OAH

G101 @
G102
L104 @
$105

- wm @ -m
Q0 QD ® © =
PRRBIERER p}

e Molecule 19: 30S ribosomal protein S20
7%
Chain Bt: T35, 43% 19% 7%

L) o
— = =i NN N @ ] m0nond < < n TR T ©
n Mo mon - - B < n XX < o m < MNH= @ 5

°

-
R o oo < © 0 o o
] oo§ [} (2} D D o
x B — < (3] A (LI

e Molecule 20: 308 ribosomal protein Thx

S61
163

A76
ATT
582
L84
M85

33%
. I — ——
Chain Au: 52% 33% T
0000

@ e oo

|| M <
N@$wo 9 =]
MO Ale & H=Em

e Molecule 20: 30S ribosomal protein Thx

K12

30%
. |
Chain Bu: 56% 30% . 11%

N ™S w0
el
MHZ=m

e Molecule 21: Toxin relE
11%
Chain Ay: " 8% 51% 31% _— .

(] o0 o (]

— N ™S ® o o OIS0 ON0NOBINMTWLONONO - AN®MY Lo o ® ¢ 0 ® oo
> o e - N NI TRESESESES Y Bl e Nl i R B IR AR A 0 W0 W0 0 0o ©
< < AdxME>= PERTR) AREcCAXKM ABIEE A d-H[N<=Xd=0 o H XA 0B >

[ ] (X ] e
- o 0O~ 0 O WO~ 0D O N 0 MO =N 0
©Q © © I ©© QL ~ENNNEN©®©® X0 0D =3
@A o= H [ [ ©w (LI 5] 0 < > X =]



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 34

Toxin relE

e Molecule 21

4%

6%

16%

54%

N
™
~

Chain By

€91

8¢

<
N
A

)
~
=

oTyd

€A

S61

£64

T6A
06V
684
88S
L8A

RNA (1504-MER)

IS
NSNS
== )

fo2}
©
5]

e Molecule 22

99A

2%

55%

35%

Chain Aa

9D
sn

960
€60

160

CTETD

0€TH
6zen

S¢eTd
¥2eo
€zen
egeen
144

L

1120
912D

cozn

92eD
Scev

Teev

91€D

zsen

L%2D

S¥20

LETD
9ETH
SETO

8sen
LS€D
9GEV

€EED
CEED
TEED

L8YY

44

vevn
€EVO

SCvD
YT

(4470

159D

679D

L7199
9180

06%D

8870

i

9850
S$89D

789D
08S0

3

9,59

2950

0950

855D

0TLD
80.LD
L0LD
90.LY
€0.LD

690

8.0
€8L0
8LV

09.D
6SG.LY
8G.LD
LS.0

SG.LD
%SLD

[42%)]
1525

8€LD
LELY
9€.LD
SELD
veLd

i

0€LD
6CLY
8CLY

92LD
S¢LD

€cLn
oLy

9TLY
STLY

€TLD
CTLY
TTL

818D

698D
8980
1,989

S98Y

€980
2980

098Y

858D
198D

798D
£598D

6%80

wen
0%80
6€8N

9€8D

€80

628D

Lzen
928D

¥Z80

128D

618V

L180

vi8y

T18D

908D
$508D

86.D
161D

V6LV

T6LY
T6.LD

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 35

® 22OoTd
T201D
0zoTn

L1019
9101V
STOTV
Y101V

0T0TD
600TD
800TD

900D
S00TV
00TV
€00TD
200TH

8669
Leen

€169

680TD

L80TD

T901D
090TD
650TD

L5019
950TN
SS0TV

€590TD
23801
TSO0TD

7voTV
€¥0TD
(40

LEOTD

v€0TD
€E0TD
CEOTD
TE0TD
Q0E0TY

V0E0TD

62010
820TD

(]
9201
S20Tn
i4us)
€20TD

€GTT0

TSTTV
08710
67110
8v11n
LYTT0

9110
EYTTD
[442 %)
9110

6ETTD

9€TIN
SETIN
ve11d
€ETTD
CETTO

® O€TTV
L]

82110

® 921In
SgTINn
iZz43%)
€CTTY

12T
0ZTTD

81110

o
® 91110

1110

60TTO

LOTTD
90TTD
SOTTY
%0T11D

COTTY
ﬁJmﬁ<
860TD
L6010
96010

%6010
€601V
16010
060TN

(444 5]
121D
0zeTd
61270
81C1D
L1210
912TH

E€TCTY

TI2T0

602TD
802T1D
021D
902TD
S0TTN
voTTv
€0T1D

0021D
66TTN
86TTD

S6TTO

€6TTD

T6TTY
06TTD
68TTD
88TTV

S8TTD
78110

2811D

6LTTV

9LTTY
SLTTD
vLT1D
€LTTD
CTLTTD
TLTTD
0LTTV
69TTY
89TTV

¥911D
€9T1D

6STTA
8STTID
LSTTV

88CTV

S8TTV
¥8C1D
€8CTD
[4:14)

6.LCTY
8.21N
L.21D
9,219
S.L2TV

€.L21D
® TLT1D
T.21D

69CTV
89CTV

€9C1D
29TTId

6SCTD
85CTD

G521

€921D
TseTy
T9CTY
0821V

8¥CTIV

izan)
Eizan )
j4z4a2)

[4zan)
15745
[iza
6ETTY

® €221

0SETY
6YETY
8¥eTN

YYeTD
EVETD
CYETD

0vETY
B6EETY
8EETD

veeTd
EEETY
CTEETY

0EETN
6CTETY
8CTETD
LTETD
9CETD
SCETD
YCETY

TZETD

B6IETY

9T€TD
STETN
YIETD
€T€TN
CIETD
TI€TD
0TETD
60€TD
80€TN
LOETN

€0ETD

6621V
86CTD
L621D
96210

€6CTD
ceTTn
16210
062TD
68CTV

STyIn
Yev1o
[44%)
(4445

(1545
8TVTIV

ETPTIV
(45745

€0%TD
20%TD

00%1D
66€TD
86ETY
LBETD

€6€TN
T6ETD
T6ETN

LBETD
98ETD
S8ETD

€8ETD
CB8ETD

6LETD

LLETY
910
SLETY
VLETY
€LETD
cLETN
TLETD
0LETD
69€TO
89€TD
L9ETO
99€TO
SG9€ETD

YEOETV

CT9ETD
T9ETH
09ETY

8SETN

9G€TD
SGETD
YSETO
€GETD
CSETO

96710

S6%1TN

E671Y
14523
671D
06%1D

88¥%1D

08¥%1H
6.%10

YLVID
ELVTY
cLyIn
TL71D

69%TD
897 TV

v9%1D
€9%1D
971D
T9PTD
09¥TV
6S¥T0
8G¥TD
LSPTD
9G¥TD
{4459

eiaan
SYH10

EYHTD

6E7TD

LEVTO
9EVIN
SEVID

EEVIV
CEVID

9¢¥TO

0ESTH
62STD

%2s10
€2¢STH
2esTn
12819

61STY
8TSTY
LTSTD
9TGTD
STSTD
Y1510
€ISTV
21570
TT1S1D

60STO
80STH

RNA (1504-MER)

e Molecule 22

9%

55%

35%

2%
n

Chain Ba

o
® 68D

o
=
(&

@
0
<

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 36

LETO
9€TH
SETD

CTETDH

0€TH
6zen

S¢20
¥2eo
€zgen
zgeen
1449

L

112D
91ZH

cozn

€EED
[4%°0]
TEED

92€D
TCEV
91€D

sTey
71€D

(459

(2°0]
60€D

€92V
(474 4
T9zn

i)

¥9¢D
€920

L¥TD

S¥20

8€TH

© HANmM S 0o
Ao © 9 99O
L B A S
O DBODPLT

v6€dD
£6evy
z6ED
T6ed
06€D

180
98€D

¥8ed
€8V

2sed
T9€D

LyED
9vED

even
cved
Tved
oven
6EED

26¥%D
T6%D
06%D

88%0
L8YY

vevn
€EVD

Levn
9Z¥d
SCvD
4474

[447

8T¥D
L1%0

4544

(4541

80%Y
L0¥D

855D
L5SD

TESN

0€SD

8250

9230

£€esey
(44
129D
0zsy
6150

L1SD
9150

€150

T180
0TSV

28sn
789D
08sn

119D
9.5D

L9V
TLSY
TS0
049D

895D

$§9sn

2950

09sn

199D
999D

799D
€99V
2999

099D
6590

159D

€99V
zson
1990
089D

S$%90
¥%9D

0%V
6€9D
8€9D
LE9D

SE9D
7€90

0S§.LD

L9LD

€TLD

L8V

698D
8980
198D

S98V

€980
2980

098V

898D
198D

758D
€589

6780

780
0¥%80
6€80

9€8D

7€80

628D

1z80
928D

%280

128D

618V

L1780
918Y

T6.LD

TZen

616V
816V

v16Y

0760
606V

206D
To6V
006V

9680
G680
768D

(440
T201D
0zoTn

L1019
9101V
STOTV
Y101V

0T0TD
600TD
800TD

9001D
S00TV
v00TV
€00TD
200TH

8669
Leen

€169
2160

0462

896V

996D
S96Y

€969
2960

656V

Lsen
9sen

L80TD
98010

78010
€80T0
280TD

6L0TD
8L0TN
hhmﬂo
v.,01D
€L010
TLOTD
TLOTD
04070

L90TV

290TNn
T901D
090TD
650TD

L5019
950TN
SS0TY

€590TD
23801
TS01D
0S0TD

7voTVY
€¥0TD
Nwmﬂo
hmmﬁo
vE0TD
€€0TD
2e0Td
TE0TD
QaoeotTy

Y0E€0TD

62010
820TD

9201
S20Tn
j4us)
€20TD

14435
€YTTD
[442 %)
9110

6ETTD

9ETTIN
SETIN
¥e11d
€ETTD
CETTO

0ETTY

82110

921N
SgTINn
iz43%)
€CTTY

12T
0ZT1D

8TTTD

96010

¥601D
€60TV

16010
06070
680TD

(444 5]
1445
0zTTd
61210
81C1D
L1210
9121D

€TCTY

11210

602D
8021D
021D
902TD
S0zTN
v0CTV
€021

0021D
66TTA
86T1D

S6TTO
veTIn
€6TTD

T6TTY
06T1D
68TTD
88TTV

S8TTD
78T1D

28110

6LTTV

9LTTV
SLTTD
vLT1D
€LTTD
CLITD
TLTTD
0LTTV
69TTY
89TTV

¥911D
€9T1D

6STTA
8ST1D
LSTTV

€STID

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 37

262N
T621D
062TD
68CTY
88CTV

%8210
€8CTH
[4:14 %)

6.2V
8.T1N
L1210
91219
SLTTY

€LTTD
TLTTD
TL21D

€9CT0
29210

6GCTO
8GCTH

g 53]

€521
TseTy
TSCTY
0SCTV

8¥CIV

SveTy
Y¥C10

[aZ4%)
157245
oveIn
6ECTY

SecIn
¥eCTd
€€CTD

0€TTO
62CTY
8¢CT10

9210

€2CT0

YSETO
€GETD
CSETO

0GETY
6VETY
8YETN

¥PETD
EVETD
ZYETD

oveTY
6EETY
8EETD

veerd
EEETY
CEETY

0EETN
6CETY
8CETO
LTETD
9CETD
SCETD
w2eTv

12€TD

6TIETY

9T€TD
STETN
¥1€10
€TETN
CIETD
TTETD
0TETD
60€TD
80€TN
LOETN

€0E€TD

66CTY
86210
L6TTO
96210

€62TD

13425
0Z¥10
[154%)
8TVIV

STPTD
vivIn
ETPTIV
(4545
TI%10
[54%)
60%TD

L0%1D
90710
S0%1D
y0¥1D
€0¥T0
[40j4%]

66€TO

€6€TN
CT6ETD
ﬁmmﬁb
LBETD
98€TD
G8ETD

€8ETD
Z8ETD

08ETN
6LETD

LLETY
9.£TN0
SLETY
VLETY
€LETD
cLETN
TLETD
0LETD
69€TD
89€TD
L9ETD
99€T1D
S9€T1D

VESETV

29€TO
TOETD
09€TY

8SETN

9GETD
SGETD

96%1D

€6VTV

T6%1D
06%1D
687D
88%1D
L8%1D
98%1D

€871V

6.%1D
8L¥%1D
LLYTD

YLV1D
ELVTV
cLyIn

69%1D
89%TV

79v1D
€9%1D

0971V

8G¥%1D
LS%1D
98710

(4445

H

8EVTD
LEVTD

SEVTD
YEVIV

(45745

@ TESTY

0€STD
mmmﬂu
%2310
€CSTD
2TSIN

61STY

LISTD

STSTO
%1810
E€ISTY

TTIS81D
0TSTN
60S1D
80GTD
LOSTY

@ €0STV

00STV

13%

52%
52%

42%

12%

20%

8%

44%

24%

16%

e Molecule 23: RNA (5-R(*GP*GP*CP*AP*AP*GP*GP*AP*GP*GP*UP*A*AP*AP*AP*AP

*UP*GP*(OMU)P*(A2M)P*(OMG)P*AP*AP*AP*A)-3")

e Molecule 24: RNA (77-MER)

8%

8%
8%

.

e Molecule 23: RNA (5-R(*GP*GP*CP*AP*AP*GP*GP*AP*GP*GP*UP*A*AP*AP*AP*AP

FUP*GP*(OMU)P*(A2M)P*(OMG)P*AP*AP*AP*A)-3)

Chain Av:

Chain Ax:
Chain Bx:

SLD

cLY
TLD

990

%90

190
0oon
63V

LSV

0sn

1444
EvY

0

9en

16%

32%

51%

%

e Molecule 24: RNA (77-MER)
. B
Chain Bv:

S.LD

cLY

0Ld
69D

3

799

09n

Lzn

€20

619

o I
S < O

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W

e Molecule 25: RNA (77-MER)



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 38

5%

68%

26%

Chain Aw

van
€90
[4°5]

0sn
67D

Lvn

1234
€10
[4%]
v
01d

6D

8N

i)

€0

10

9LY
S0
VLD
€LY
cLY
TLO
0Ld
690
890

RNA (77-MER)

e Molecule 25

12%

56%

32%

%
B

Chain Bw

290

09n

ey

v.iin

44

(4%
TV

9D

7D
€D
(4]
10

LY

%0
€LY
cLY

50S ribosomal protein L1

e Molecule 26

X

1)

<

.

X

o

m

X

o

o
L
=)
—

mnu

]

o=

<

=

@)

o
o €€1

Ted
® 0gA
® 621

8¢y

L]
® 9TV
scd
ca
€21
[4an

[ X )
omo B
=} £ >

-
—
=

© 0 0

oy
==

781

1814

B6LTV
8LTA

SLTd

€LTH
® LI
TLTY
041D

191d
99TN

e /611

S6TY4
Y611

e Molecule 26

1614
@ O06TI

881Q
18TV
® 9811

508 ribosomal protein L1

48%

31%

0 0 o
NN ®
Iﬂ:-—1>

20%

10%

Chain BC

1528
ova
6ed
8€4d

SEL

®

[
@
(=}

Tex

[ ]
oy
scd
¥eca
€¢I

® 9811

7814

7814

@ 6.1V
8LIN

SL1d

€LTH
® T.LII
TLIY
0L1D

191Q
99TN

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 39

G2CI

(4443

1614
@ O06TI

e Molecule 27

88Ta
18TV

19%

42%

36%

508 ribosomal protein L2

4%

Chain AD

-
N ®© O o
< > A

€94
(4228

694

+

L8D

VAL
€84
[4:t:s

0SL

LD

€7y
{474

Ted
e 0gd
62d

8TA
LTL
9T

€ETT
2E€Td

0ETY
6CIN
821D

€CTV
zcia
121d

6TTY

€84

o
[}
<

6LA

LLY

SLI

ELA

0LM
694

194

112d

602V
8024

9021
S0CZA

86TN

CLIX
TL1d

e 6913

3

S9TI

T9TL

6STV
8GTV

9GTV
SGT1
vSTA

TSTH
0GTH

8Y1d

9v1d
SYTA

EVTH
(4498

6ETD

SETA
veTd

® 2.tV

0.2I
6924

99Ts

0924

852

L

0GZM
6¥cd
8%2S

50S ribosomal protein L2

74
[474:

8ETH

SETH

ceed
TECH

LeeN
9TTN

€2CH

612d
872y

ST21
4543

20%

42%

bl DO
N N Mo
R AN

34%

4%
-

e Molecule 27
Chain BD

€94

654

18D

VAL
€94
[4:t:s

LD

o
Ny
~

[
S
o

o
=

© -
rhln‘

o
<

€eTT
CETd

0ETY

90TI

701X

20Tx
ToTd
001D

(=23
o}
a

L6A

281

08v
B6LA

LLY
9.d
SLI

i

ELA

T.a
0LM
694

194

1124

60TV
802X

9021
S02A

86TN

9.74

0STX

871d

ov1d
STTA

EVTH
(4298

6ETD
9€TI

SETA
veETY

@ TLTV

021

9928

79T

T9eH
0924

85TH

6¥cd
8%¢S

508 ribosomal protein L3

£¥TH
(444

8€TH

SETH

z¢eed
TECH

LgeN
9TTN

S12T
4543

e Molecule 28

20%

44%

31%

6%

Chain AE

89y

9Gd

TS84
08D

8vd
LYA
i
SPL

©
%]
~

o}
o
=4

o
®
o,

€0
0oed

8cV

€CTA

T2A
ogy
614

L1a
9TYH

1498

®
-
~

o o
- —
o =

< w0
H A

S2TD

(a4 xs
TN
ozTM
6114

9TTA

€TTd

TT1d
0TTH

R LDWIDE

80TS
L0TL

v0TA
€0Ta
2oTA
ToTd
00td

964
S61

<
)
I[.':l

N
1)
=

~
©
5]

©
©
a

84

181

6.4

SLA

[N X )
<
N
[y

(A 4

O

erbDeBe

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 40

e P0ozv

3

88TA
L8TYV

v8TA
€811
2811

08TN
6.7

9.TI
SLTA

ELTA
TLIN
TL1d
0411

S9TA

€974
29TV

097X

9STH
GSTA

ZSTA

20%

42%

33%

508 ribosomal protein L3

5%

e Molecule 29

e Molecule 28
Chain BE

9€Y

Sed

ced
€0

ogd
| ez |

|
964
S61
64
[ een
———mm‘——
184
98d
[ g

e
3]
<

[sel
]
=

TCA

6714

L1
9T

Y11

L

CTL

o
< w0 —
IH ‘-110

=
=

e

9TTA

€174

1114
0TTH

80TS

voTA
€0Ta
20TA
1078
00Td

Ny
©
[

181

6,4

SLA
Yid
€4

0LV

6674

L6TI
96TA
S6T1

88TA

781A
€811
2811

08TN
6.L14

SLIA

ELIA
TLIA
TLTH
0LT1

L9TA

S9TA

(42144

508 ribosomal protein 1.4

097X

9STH
SSTH

{4198

9YTL

EVIN

(445

8€Td

LETH
9€TH

®
©
4

17%

47%

34%

2%

Chain AF

SOM

199D

o
©
7]

88V
LSA

AL
€GL
[4s)’s
TSL

e
257208

w1

o
Sy
o

6EM

LEA
9EA

VEM

zel

©
N
<

©
[
=

8b
LA
9A

(o'}

9ETL
SETA

9CTA

iZ49¢
€Tl
[442

0zTa
6114

L1714
911d

TITA

CTTH

0TTT

801X

SOTA

€07
20Td

S64

c6d
169

T8d

8LI

SLH

eLY
(X

893

® L0TD

9021
S0TH

€020

TozA
0023
66TM
86TV

96TT

Y6TH

vSTA

1618

8¥TT

(4747

B6ETA

16%

47%

34%

508 ribosomal protein 1.4

4%
-

e Molecule 29

Chain BF

151

53728

1

=)
S
(=4

6EM

LEA
9EA

YEM

8b
LA
9A

9ETL

9CTA

w1
€er1
{4458

octd
6114

L1748
911a

TITA

60TD
801X

9014
SOTA

€01y
2otd

989D

18d

8.1

SLH

€LV
(X

69H
8934

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 41

vSTA

1818

8¥TT

(445

B6ETA

102D

508 ribosomal protein L5

e Molecule 30

291
ToV
091

. 8Sh
LSV

¥sa

23%

1S4

8vd

sva
¥¥0

®
(474

07N
6€L

LEA

ve1

55%
&
o

ced
TEA

® 9 oo
@® © o o
H S = H

6zM
8TA

{44}
14

611

L1d

18%

8%

Chain AG
— N m
LE...J-

¥eis
E€TIN

T2IN
01T
611D

911a

S6Yd
761

LN ]
0 ©
® ©
o =

508 ribosomal protein L5

8.8

9.8
®

eLY
cLd

oo
©
[

990
S9D
7ol
€91

c8TA
T81H
0874
6LTd
8LT4

9L11
SLT1

€LTT
CTLTT

0LTY

S9TL

€91V

T9TL

8GTV
LSTI

SSTI

€STY

6%TA
8V

9VIX

Tv1d
0PTI

8T
SETT

CEIN
TETA

e Molecule 30

82TY
121D

LSV
96V
S8
ved
€91

25%

TS
oSy

Lvd

sva

v
134))
OvN
6€1
8EA
LEA
9%

52%

19%

10%
=

va

Chain BG:

¥Z18

T1T1

60TA

L0TT
® 9071

vo1a
€0TT

T0TI
00TM
661
864

S6d

<
()
ot |

{4
164

68D
881

S8D

508 ribosomal protein L6

084

b

9.8

L
A
=<

0 O O
© © ~
II‘L e II

990

91D
€914

TSTV

6YTA

Ly1a

SPTL
4428

e Molecule 31

9%

13%

41%

33%

6%

Chain AH

—- N oM
Tt
->D'x

CcLI
TLT
0LL
694

197

= o
© ©
oo

TSA
TSy
0SA
67A

4720
€VA
(44!
15774
ovd
6ed
8€s
LEA

SEA

o
N
o
Ilil
0 ©
© ©
—
IIII“ “

Ted
(4

50S ribosomal protein L6

LIA

<
—
(&}

(445

vers
E€ETA
CETH

Letd
9¢Td
SCTA
vera
€214

13428
8T1d
L11d
9114

C11d
TTTH

6074

LOTA
90TL
SOTT

€0TT
2oty

66A
861
164

V64

169D

881

984

e Molecule 31

88

183

6LA

SLY

® 69TA

973

2911

6GTd

[43%:
T1GTI

67Td

N~ o
<+ <
—
=H

<
<
—
=

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 42

11%

9%

5%

13%

44%

29%

o had ISEA g o o0
AN - < A o o

Chain BH

TSA
TSy
® 0SA
67A

Lvd

47200
€VA
(44
13778
ovd

LEA

SEA

TIA

CETH

0ETY

L2714

ST
e ©cid
€CT4

1211

8T1d
LT1d
911d

€TTA
CTid
TTTH

6074

LOTA
9071
SO0T1

€071

169D

881
®

< ©
o] 5
n 5]

184

6LA

9LA
SLY

€LV
CLI

0LL
694
891
191

C9TI

6GTd

2STH
TGTI

50S ribosomal protein L9

67TH
8¥TI
LYIN

THIA

e Molecule 32

(445

vers
€ETA

7%

20%

57%

36%

©
—
(]

: 14%

Chain Al

994
S9V
794

o000 oo
™
Q
<

® SSV
st
€SV

TSI
08y

Ly
Eidl
S¥Y
44!

wa
0%l
B6EV

ced
1€e1

6CA
8CN
L2d

SCTA
44
€e¢d
oza
L10

v1a
€19

TIN
0ot1d

N < 0 N~
£ o Mo

9CTA

¥Z1D

@ <cid
@ 121y

@ 611d
@ 8ITY

(4258

Sex

SLT

® TlLl

0.3
693
® 891

508 ribosomal protein 1.9

e Molecule 32

7%

22%

52%

36%
: 16%

Chain BI

91D

LN
-~
©

II:>

9CTA

445

[4qxs
® T1Tid

® 6T1d
® 8T

9111

® CId
e 111d

® 80TL

®

o
S
-
<<

LN
~
[
=

<
a
<

000000000000
o
[
[

<
oo}
S

g

6.1
8LL

ST

L1

694
891

508 ribosomal protein L10

e Molecule 33

R

n

o

.

X

[ee]

R

<

o~

R

mMm

<
EN
(o)}
—

“MM

)

o=

o

mmw

R LDWIDE

O

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 43

TETH

8211
xqxs

S2TT
i74a 4

L8A

€84

508 ribosomal protein L.10

e Molecule 33

25%

X
©
—

25%

32%

24%

Chain BJ

[
@
©
*‘-‘

ey
E£SA

~ENo
= 0 0
= mo

8N

o o o o
[SES N N
< o wn =l

e 814

2ETa

A
{449

0TTH
61TV
8TTL

€110

e 1111

964

L8A

S8a

508 ribosomal protein L13

e Molecule 34

5%

18%

56%

22%

Chain AN

® %9

(47

654

SSA
TSA

[4:7\
TG4

o
)
[=]

LYY

wa

n © 0 O O
M M M 0 F
I":Ulm":“*

o0
®
-

cel

0€I
6231

LV
921
Sy

el
e

[}
—
I""‘I

L1d
971

vIA
ETM

T1d

o
3
lm

o000
[SH)
E

pal
=

LETH
9€Td

TETD

508 ribosomal protein L13

e Molecule 34

6%

22%

51%

24%

Chain BN

79D

(4

63X

7SA

{47\
T84

o
e}
[=]

~
i
<

wa
0%d
6€Yd
8€H

9€D
SeYd

€eT

0€I
623

< © el o
[} [ Q j2}
le“*lmlz

zelL
e
0zd
614

L1d
911

7IA
ETM

T1d
oTd

8CTH

veIv
€CTA

TCTH

81T

STT1Y

€11D
(a2}
T11d
071D

90TH

20TV

6671
86A

S6d
Y6H
€61

161

LLD

SLA

€LL
CTLK
TLI

690
@ 8931

e Molecule 35

994
S9%

LETA
9ETd

TETD

50S ribosomal protein L14

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 44

%

Chain AO: .

7%

46%

46%

€.a

691
894

994

794

TOA
09v

8SGA
LSA

674

LYI

Sva
42!

vy

eey

Ng N o o
— &= >

0

N~ 00
58

S1D

<
-
=

EIN

3

63

LA

¥d

cI
T

e Molecule 35: 508 ribosomal protein 114

9%

46%

s w© o
<+ S < w0

44%

Y%

Chain BO: :

1.4

691
8934

993

2L
E€9A

TOA
09Y

8GA

o
™
H

eev

L

62N
8CS

9T

€y
(448

(4]

8T

.
s
Ix

STD

o0
[} —
IMFZ

~
>

e Molecule 36: 50S ribosomal protein L15

8%

29%

37%

23%

17%

Chain AP:

988

75D

0S84
674

9%

1

s

8€d
LED
9€%

@ €ed

.
~
=
In‘.

62
® 82

e ¥Td
€ed
® T

[}
g
IIII:>

42!

{434

LeTv
9CTTA

€211

13458

6114

L1719
911D

€T

701D

[0
TOTA

S6A

€69

064

881

78N

084

cLd

0Ld

999
S94

€9d
291

S¥1d
A%

e

(07434

8ETT

SETT

e Molecule 36: 508 ribosomal protein L15

€ETS

0€Td
62TV
8CTH

7%

30%

40%

23%
20%

®
o
—
=

Chain BP:

388
BER

0sy
674

oA

o
<
0

8eb

~
[l
o

9%

e oo
aaeane

621
® 82D

144
€cd
[443)

® 02D

<
-
£

LN J
© N
=

i7a5:
€CT1

13458

6114

L1174
911D

€TTH

701D

[40x:s
TOTA

0 ~
o [
II:> II‘L IIIIII

£69

064

881

78N
€8A

084

L4

cLd

99D
® SS9

® €9
® T91

e Molecule 37: 50S ribosomal protein L16

D E

O

R L DWI
PROTEIN DATA BANK

W



Page 45 wwPDB X-ray Structure Validation Summary Report

4VT7J

6%
3 - ———
Chain AQ: 42% 44% 12% -
(X ] o0 o
N o © N~ = NmS © 0 RO N o oo - am © oo s © M ¢ 0 © © o
o o oo e NI NNDO@OOmO oSS ST A} 0 © © © ©@o ©~
= > CoxBx BERXssANESRSANS A5 AEEHB oH@ = (29 =] - =W
o @ (X )
NS WONONO A NOSWLO O WO DO ®
2 Rt A Rt S e o S e = S SRR =AY clicdhe thals oo lheipa fli i il ] Z
(W X O EOX ZEPRB>> SXABREELbMEB<BEFERMBOoSEEN H O Jda BHXH a
e Molecule 37: 50S ribosomal protein L16
5%
. - —————
Chain BQ: 40% 45% 13% .-
° o o
N ™ © N~ =N © 0 N O N Mg wie [ ] © N~ ooollm 0 [ — ST 0 O O
o o o o NI NNO@OOM@O O < & & S 0Wm 0w © © © © © I~
= > oo /o BEXsvANESRSANS I A H B oHM <= [T H K H oA
(] o o _ o
g © o < w o — o St EEN 0 0 3 838 S 2 Z 3 23-8-@8-&85‘ 3 3
~ ~ RBDX VDANDRD ORI H A A A A oA A A s H o o
(W ] EECN EPHNB>> SXAUmBEEZnHE<BEPREMBOoR=EM H O Jda B XH <> A
e Molecule 38: 508 ribosomal protein L17
8%
3 S
Chain AR: 25% 54% 17% .
000 0 o000
o < w0 o~ oy © N~ oo n ¢ O N~ OO oM © N 0 o - o < © ] ©
for) ©NQ o FRazzEd SBlcaEy oo r oo IBS S SR Y SRS S S Es B Q ©
= noEX = nnEEd REXdXndd ORHBEBSAXSSED RO D> AT HE =X = =
° °
O-HANNSWO 0O AN 0 © N~ ©
- N M N~ 0 o - o < W0 © 0 o © oo S o o o OIS —H — - - —
~ SN 5EN®®®@0 000 g R I s i R R ] pappay pay
ca> EXALAEH<A a o EEAMAd<HEmEs <ad< [ZIER-T %)

e Molecule 38: 50S ribosomal protein L17
8%
. h
Chain BR: 29% 50% 18% p_—

[ X X ] o oo
o~ wonoMtwon0EN®TELONODNDOHNMNSWONONO IlY D0 ™ ©
(3] O N~ O - o N a N N Mmmmmm M oM S #’E#‘ 4 ¢ & & 0w wn w © ©
= noEX = nEEd CREXnAdd SEAHEBEHHSANSXNHMAROmL>ADN A  JEX = =
e o (]
o o < © @ O )] w © ©
oo ~ oo $ WO~ o oMy ©®» SO O0OOoomOo HiH g
NN N~ K © R ®DRW®H O D R Il - e s pagpagon )
ca> VR E N <aE>Ea O AdA<SHES@o <ad< (R RSNy |

e Molecule 39: 50S ribosomal protein L18
29%
. [ —
Chain AS: 17% 39% 25% 6%  12%

o0 o o o
o o WO~ O ® O o
oqQ NN N®Q©
Mo o n >0 n

[ ]
[ ] © N~ ) — o © o
& < & & Ny wn w0 w ©0 ©
== = B =4 < 0 =} o =

vi4
H34
Q38

WO RLDWIDE

eP

PROTEIN DATA BANK



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 46

® 801D

® SOT1V

€073

00000
® o
oo
> X

[
0
o
II=n

e Molecule 39: 508 ribosomal protein L18

691

194
o909V
S9N

€91
{428

X
o~
—
BN
n
R
m
o~
X
o~
<
BN
Q
X
~
—
A
)
o=
<
S

® 090

891

00
- o 0 © I~
1 0 19 19
< ®n <X

[
()
&
=

Lyl
9%A

evd
cva

8€l
LEV

YEH

e <l
TES
e 0€Y

8CA
128

e Molecule 40: 508 ribosomal protein 1.19

0cy
613

TIA

801D

SOTV

€073

6634
86A

S6H

® €6

® 16d

® /184

80

LY

T4
0LD
69A

194
S9A
794
€91

TON

8%

7%

18%

48%

20%

10%

Chain AT:

194
09.L

SSN
AL
€5y

T84

8vI
L¥D
9vd

¥va
€70

(AN

[
2]
I‘:

LTL
9TYd

SLI
7.4

LD
0LA

894

99A

1

2oL

e Molecule 40: 508 ribosomal protein 1.19

194
091

8%

96D

b1
€54
2SI

7%

LD
ovd

19%

¥va

< © [} )
[l m gﬂ‘ <
= =] |2 o

49%
2

ocd
611

LTL

STA

18%

[} T1d
OTA

10%

Chain BT:

90TS

€0TY
20Tl
T0Td

863

964
S6eyd
vev
€64

06d
681
881
180

® S8Y

€81

18d

~
~
[

SLI
L4

TLA
TLD
0LA

894

99A

2oL

TeTH
e TETV

62TY
82Td
12TV
92TV
S2TY

e Molecule 41: 508 ribosomal protein .20

19%

48%

32%

3%

Chain AU: -

CLH
LD

690
89V

99N

794

[
o
©
=

PAES

SSY
ashs

6VH

LYR
oY

YN

vex
eeyd
ced
T€S
oex
6CS

.21

SCTH

021

D E

L DWI

O R

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 47

66V
861

e Molecule 41: 508 ribosomal protein 120

S67T
6N

(431

881
18D

18%

48%

33%

7%
Chain BU: —

76N

881

o}
«Q
B3

—
N
—
=}
o
)
e
o
—
o
—
=
@}
n
o
e}
o
—
[9p]
(=
10O
N
<t
<]
—
jm}
(]
<]
—
=
[

—
7%

20%

45%

29%

R
<

1
=
§=

z
<
@)

291
TOA

S5V
75D

TSA
TSA

SPL

<
<
I>=

o
<
o

8€1

9€d

ved
EEA

eV

Ley

ST
veu
€24

021

o 0
— o

STd

€14
(493
110
01X

oo}
o

o < ©

TOTD

961

61

o
6L

06d
680

L8H

S84

w ©o
~ S
[

© © © © N~
mo . B3 =4

e Molecule 42: 508 ribosomal protein L21

7%

20%

X
~
<

27%

4%
Chain BV: T

Imvl
< H

291

SV
%50

2SA

SPL
42!

(44

8€T1

9€d

veq

—
®
<

~
o
<

Se1

€TH
(493
TT0
0T

©
o

©
3

06d
680

L8H

S8)%

€84

N
N
—
=i
o
)
e
o
—
[
—
=
@}
n
@}
e}
ot
—
[9p]
=
10
o)
<t
<)
—
=
(]
<)
—
MO
[ ]

9L)
SLd

CTLA

893

994

Y9H

16%

49%

33%

Chain AW: =

894

i

a2

C9H
TON

98y
i)
Sy

3

0SA

id

ovd

TTTH

6074

90TI

¥0TL
€0TI

COTH

169

e Molecule 43: 508 ribosomal protein 122

68V

TLA
0LX

16%

48%

34%

%

Chain BW: .

R LDWIDE

O

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

N
o —

Page 48

894

i

ToW

C9H
TON

i) 4
eV

3

0SA

8%V
LYA

S7A
44l

(4
15728
07N

Led
9¢eT

TeN
€€Yd

Ted
0€d

8T8

Scy

3

8TH

9T

¥1d

Sy

TTTH

60T

90TI

70Tl
€0TI
COTH

664

3

S61

6.9

YLV
eLY

e Molecule 44: 50S ribosomal protein L.23

TLA
0LA

11%

49%

35%

%

Chain AX: ®

~ <
[l ke ~ -~

o
s
[ERT}

SEL

T€EH
0EA

9CA

(4
€cd

mole - a
® B 0
=} <

124

8TA
LTV

ST1d

<
e}
<

0 o — o
N~ 0 0
X o< = o

€4

9%

10%
5%

23%

47%

49%
-

38%

23%

15%

4%

e Molecule 44: 508 ribosomal protein .23
Chain BX: ™

e Molecule 45: 508 ribosomal protein 1.24

Chain AY:

e ¥¥I

ova

LEA
9EY
SEA

0gA

SO

€cy

0CA

L1S

STA
43!
€TA

019

83

[
©
=

S

[4:

~
(2]
Im

€69

684
e 881
L84

784
€81
® 28d

6.0

e Molecule 45: 508 ribosomal protein 1.24

9.0

vLd
eLd
TLA
TLY

69V

197

SOV
794

9%

5%

25%

45%

29%

17%

Chain BY:

9EV
SEA

0gA

S¢D

€cy

0CA

L1S

STA

¢8d

6.0

9.0

eLd
TLA
LY

69Y
89H

S9V

(4

D E

L DWI

O R

erbDeBe

PROTEIN DATA BANK

W



Page 49 wwPDB X-ray Structure Validation Summary Report

4VT7J

e Molecule 46: 508 ribosomal protein 125

%

. I s —
Chain AZ: 25% 44% 17% r 11%
[ ]
o — 0 O~ o O N M n O w0 o, O o n O w o O o © 0 O — n N~ oN
< N~ 00 — o - N o N o N NN o 2 oM M m < <+ < < w wn wn ©
o~ < > -4 A o< - T X Ao = > = == 4 == o 4 27~ < == =] -9

O =N o - < B o~ 00 o 0 © Ik ©
< o - N 1) ~ o < © 0 < w oo © 00O — ~ — - - N NN N
© SN o N B @ 091 00 |0 NOD O o i o o o PR i
2] R = o oS> Al HAS N>adam > (TR CHESgNE = F A A= >
®
N oS e - an g w @ o M0 ON O N M w0 B O - N@YWw 0 =N m
™ ™ ® ® S S s < w0 o] w0 1 1 EN©o © © © © N~~~ N~~~ 0 6 0
oo P T R I - - e e e I B B R R} e
= H A >Aa>nvam [Z30E] nAHdXdda > EAa< > EH<|=>> Mm [Z R

e Molecule 46: 508 ribosomal protein 125
3%
Chain BZ: & e 44% 23% 1%

o o w © 0 o el 0O~ 0N N M WO o N < © 0 O ~ oM N~ OO

m WO N 0 — ~ o o o NANANNANmM mmmmm N < < < < < w W W w0 w W Ww o

e AN S xES AnE AR e [PECESNSENEY R AA>SHEEAXB R AT H>Aa@

° [ ]

= © o ® __© N © W o

o S0 0N~ ®© — o o o o w0 0 PO - N® LW © » 8O o oo+ g i) SINICRS

©0 © © © ~ ~ N~ Q © © © 0 () D o O o o o o — o -

AT o nd A > A == A M| [l — ) s =>5a A Ao <= 54co aHa>

[} () () °

o - o m © = <o~ oo ~ o R UK © o w0
® om0 oYy & ¥ ¢ wEN© © © © © [ ~ © 0 © ©
P A S TES SIS S o Rl =) - =i )
== 5> amBo A WA < A @ H< S = X< m

e Molecule 47: 50S ribosomal protein L27

9%
. -
Chain AO: 40% 46% 12% e
[ X X} [} [} e o
-whlmlﬁlmwmmh @ N OO mlmlhwmo‘d M S o~ oM ENO ~® o o
oo} — - oN RAESEC R N « 0 & A < + & & 0w wn 0w w w0 © ©0 © © N~
&} no=Ex@EIB S Xe>meo HEEORDHELMAOXZ>BEBEAnE 4 >>ELCc
N o woe~oo o
NN NN ~ ~ 0
I:::ou:qla::l>|>
e Molecule 47: 508 ribosomal protein L27
11%
Chain BO: 42% 42% 13% -
000000 [ ] [ ] [ ]
. ma: — M WO~ o N~ azo‘—clm ) N~ O®O ® © oo o EHo - (o<l [N
NS N N AN EAESEM N e} 0 < < 00 w 0 W w © ©0 © © N~ NN
B SEAO S KR N o AP RO ERRENADN S > E AEE A >PHEHLocACS®

WO RLDWIDE

eP

PROTEIN DATA BANK



Page 50 wwPDB X-ray Structure Validation Summary Report 4V

w ~ o -~
NSNS SN 0o
A eSS

e Molecule 48: 50S ribosomal protein L28
3%
Chain AL: 33% 46% 4% 5%

()
I I I IorwIOImﬂlhlﬂmwmiw.m«mlh-'wlwlwhlmlwlwlwh
(] [Te) N~ 0 — — N o N o Mmmmmm (2] < Sy n W w w wn © © © ©
E4 o H w0 B4 - ~ O X 3] T XX B E4 - = o " > << [=g%) = = << oo
[ ] [ ]
o [~ le-olmﬁ'mlhlmov«(ﬂl<ﬁm
© ~ o~ ~ «©Q 0 0 0 © 0 o O O o o
% >~ | = = 25 IR ) 29 ] oH XX S s |
e Molecule 48: 508 ribosomal protein 128
3%
. - I
Chain B1: 36% 43% 16% 5%
[ ]
£ o w0 [--" HO~x Ed ~ (&} o = =l ~ - = o B (=2 o = << = % - | =

S86
K92

() o
w o ~mo © N oo o 8
[t i+ «© «© <o} 12} =}
e 3 2} o X i

e Molecule 49: 508 ribosomal protein 1.29
4%
Chain A2: & To% 61% BT

(] °
© old o < 1 ©
< ~ -~ g NN < & &
—H @0 o | [ S | Q0o

o - N M [t} INE e ©ON OO O A oo o 0 © N~
R ] N R R 2082 FI < bW n W 10
o< = 15 I [ o< nHU N oH @ M oH

@ —
T} ©
o =i

®
™ O N~ 0O —- N
© © © Y QY N~
= [Z5 ISy =<

e Molecule 49: 508 ribosomal protein 1.29

7%
. - S . ==
Chain B2: 29% 51% 14% -
o (]
L) © [ M WO~ 0D - M 0 O~ Do o © o n ~ o ol m
oisin o~ oo o SEHAANINAANINQOOO0H®M0M00F S S S &S0 LB WYL o ©
- m ~ (=3 < A (S MA>E /A EXX 5] = < ®nH o o H o o - =] =3

e Molecule 50: 50S ribosomal protein L30
3%
Chain A3: ™ 47% 45% 7% .

N65
E66
R69 @




Page 51 wwPDB X-ray Structure Validation Summary Report

4VT7J

L28
R35
G45
N46
var
V56
V58
V59

[ ] [ ]
s o o o o N o omn
o ©ON 0O @ =HHod ® @ L] m-ww
= A SxA> xAaox (=4) HEA H&

e Molecule 50: 508 ribosomal protein L30

© o o < 0
a el i} 0 0
= = =

Chain B3: 48% 42% 8% -

L23
L28
D39

o F W o~
S A
HxO=>

E48
V54
RE5
V56

-
o © ] BT IR
= a = 2 & Lagc 2= 5

e Molecule 51: 508 ribosomal protein L31

8%

o N ©
) re) 0
I>I=':I I>I

. ]
Chain A4: &% 39% 27% 6% 20%

° [ ] o0
o <+ ~ 6 o 3] ) -~
oSO~ Q0 - N o~ BN o ] [re]
M@ O ET AN < 3] Iz [ > ] a

e Molecule 51: 508 ribosomal protein L31

14%

V10
I14
I15
Cc18
G19
N20
V21
V35 @
C36
S37
Q46
Q47
T52 @

Ny ©
w0 w0
i =

. I
Chain B4: " 10% 38% 27% 6% 20%

(X J [ ] [ X )
o= ~ 6 o o - <
Bl K EEMCER - b IS [\l ] ) [re)
S oA a > < I3 [ ] a 2]

e Molecule 52: 508 ribosomal protein 132

5%

0
)
l>

I14
I15
G17 @
C18
G19
N20
V21
Y32 ©
C36
S37
Q46
Q47
T52 @
V56 @

. _—
Chain Ab: 30% 42% 18% . 8%

e e ()

o ~ o ~ ® o oMMy o Qo dam ~OdO =N MmO
N w O~ o o bl N N m oM on 0SS #’a L w o 0
< A=A XH mAa=e (2B S BV S = xa AT a (LRI -

e Molecule 52: 508 ribosomal protein 1.32

3%

. - e —
Chain Bb5: 30% 2% 18% . 8%

~ o ol g o QoM N~
= o N N omo s S
A BH B ADA = NXaAm A |

® 0

o mmo
] woN~ o o
< [V = - VR

e Molecule 53: 50S ribosomal protein L33

20%

o N < ©
e} 0 0 vl
o > o B

. P —
Chain A6: 6% 52% 30% 6% 1%



Page 52 wwPDB X-ray Structure Validation Summary Report

4VT7J

[ ] (] [ ] o000 (] o o [ ]

oo ~ = QWO < DO HANMOH L ONODO AN MY
0o~ ® o = ISR R RS ® 0 NIFSFIS IS TS FWD WO W W
SmH X MO e X BRI i) SO AEOMNXNTEETD®RME>S XA

e Molecule 53: 508 ribosomal protein L33

7%

. _
Chain B6: 6% 50% 31% 6% 7%

o o
o < ~ 0 < 0 [} - ) 0 © N~ DO - oM
0 Q N~ ®© o = N M M 0 < 54 NS & QW oW
= om X O H £ x = i > A o Moo o>

e Molecule 54: 508 ribosomal protein L34

2%

E12
Y21
A22
N26
ca ©
54 ©

. - o
Chain AT: 43% 47% 6% -

R47

S I-'BG’ Mo ~ = o = ~ oA [

e Molecule 54: 508 ribosomal protein L34

4%

. - [
Chain BT: 37% 53% 6% -
s megs I IE = 3‘5'3'.5-5 §I§-§ & §I§I§ g il?’f g EI
e Molecule 55: 508 ribosomal protein L35

26%
Chain AS8: 20% 52% 14% 1% -

K12
R13
vi4
K15
T17
A18

[
N0 © =0
aox BE X
o

e Molecule 55: 50S ribosomal protein L35
14%
Chain BS: 18% 52% 18% 8% -

ol lmsessbecbolbifos bl oo Bl
[ ]
e Molecule 56: 50S ribosomal protein L36

19%

0 ~ [N ~ oo D ON 00O (ol
ol — = N NN mmm0n 0 1y
£ o< == H U X ONX®0nUXMm o< X

P63 @

. - o
Chain A9: 46% 49% 5%

WO RLDWIDE

er

PROTEIN DATA BANK

P63

o
o N M w0 o 0 wON 0D O o - o N~ O o
qeaNdad gy N m0n S [T S ©
CMESEE UOX OX®VO XD A< X H X |

o
N~ 0 o ]
Q0o ©
oo X p=|



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 53

614
8TH

STA

508 ribosomal protein L36

e Molecule 56

5%

43%

51%

22%

Chain B9

RNA (2848-MER)

e Molecule 57

%
B

11%

47%

40%

Chain AA

8LV
LLD

S.LD

L0

690
89D
90
990
990
yov

T9D
85D
15D

750
€SV

0sn

i)
ved

€D
0€D

|

82V

02>

2s1d
TSTD
0§10

L710

SY1D

YEVID
€710

(47444

(045
Y6eTd
6ETD

€10
€ETD

LeTV
9CTV

(7451

007D

86D
16D
96D

Y760

£69

S8D

o o ®
0 0 e}
(TS o

812V

S12H
¥12d
€1ey
(454

8020
L0TY

S02H

€02D

66TV
861D

S6TV

€670
(4350
161V

S8TN
7810

8TV
81V

LL1D
9L1D

851N
LST0

75T

HTL2D
9TLTO

acLed

ATlzn

ATLZD
nT.L2d

STLZD

WTLZD

Arlen

TS€D
0sen

cved
Tved
(07444

SEED
weed

Sced
Yeey

(4444

0ozey

S.LTH

r£eLed
Izlen

€8N

TLED

99€0

%9€D

HE9EN

D€9€D
4e9€D

c9en
T9€D
09€D
65EV

9G€D

€G€D
[4s1°0]

I

08%Y

8L%Y

9.%D
SLv0

TLYY

69%D

3
i

vovn
£9%D

T9%D
09%Y

LS%Y

9970
YSsvy

869D
L6Sn

€659

989D

€89D

6.9

119D
9,50
SLSV
%.390

LSV
TLSV
045D

998N
9990
%930
€99D

199D

859D
L5Sn

675D
8¥SY

S%50

[a7n]
%90

9e8Y
S€90
vesn
€€39D
[43:14

62SV

L2SD

Sesn
vzsn

199D

| oovev
S$%9D
vvov

0%90
6€9N
8€9D

G€90
7€90
EE9V

TE9Y

629D

929N

7290
€299

129V

619D

vy1on
7190

219D

019D
609V

909N

STLD
veLn
€TLD

€690

+

9.L9Y
SL9Y
.99

TL9D

899D

299D
7990

6590

8590
590

® APS9V
NyS9V

I¥S9D

R LDWIDE

O

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 54

080

$S089D
o8y
€080
208V

L6LD
96.L0
S6.L0
¥6.D
€6.LY

Ly.L0

¥vLD

0E€LD
6C.LD

LTLY

9z8n

€289
zzen

618Y

S180
7180

1180
0180
608D

916D
S160
%160

(a1
116V

606Y

060

€060
2060

668V
8680

680

o
@ O
©
o O

688D
888D

£88D
2889

0889

8.8V

® 92010

1201V

61010

9T0TD

v1otn
€101D
21010
TT0TD

600TV

900TD
S00TD

2001
TOOTV

616D
816D

YST1D
€STTD

TST1D
0STTD
6%T1D

LYTID

CETTY
TETTD
ommﬁb
SCT1D
wmmﬂo
8TTTD
LIT1D

STT1D

TI1TV
0TTTD

80TTN
LOTTD

0501V

LEOTD

8201V
1201V

i(4an)
€2CTD
eTTId
V12210

L

L1210
91219

TI2T0

6021D
8021D

902T1H

voTTV

10210

66710
86710

S6TTD

€6TTD

88110
L8119

c8TTIV

89TTD

991D
99110
v9T1D
€9T1D
2911
19110

6STTN

9STTV

80ETV

TOETV
00€TN

L6210

S6CTD
v6cTn
€62TD
[4:1a8
16210

68210
88210

S8CTD

€8CTD

08219
6.2TD
whmﬁ<
SLTTY
v.iCty
€L21T0
TLTTY

0.L21D

9921D

7921

c9TTV
ﬁwmﬁo
LSTTD
95219

€5CTY

TS210

L

LyTTV

eveTd
cveTy
werv
oveIn

vecin
€ETTD

L2219

9LETD
SLETD

69€TD

|

SOETY

€9€TD
CT9ETD
T9ETD

8GETD
LSETN

SGSETD
vSeTY
€SETY
c¢SeTn

F

8%ETD

9%ETD

YvETD

TYETY
e
oveTn
6EETD

LEETD

9EETY

TEETV

8CETD
LTETD

YCETD

TCeTy
0ZETD

8TETD
LIETY
91€TN

€1ETN

TIETD

60€TD

7ov10
€9%1D
(45342

09PTV
6SVTD

€SP0

TS%10

0S¥1D

8¥¥1D

SYPIV

(4445
15445

BEVTY
8EVTIN
LEVTID

YEVIV
€EVTIN
CEVTID
TEVIN
0EVTD
[1474%)

8T¥1D

08ETD

SESTV
vestn
€ESTD
CESTO

H

8CTSTY

¥2s1d
€2STN

B6TSTD
819N
L1G1D

(45191
TISTD
0TSTD
d60STV
60STD

90STD

%0S1D
€0STN

86%1D
L6710
9671V

16710

68710

98V TV

78¥1D

08%1D
6LY1D

L

SLYTD

€LVTD
CLYTV

0L¥1D
69VTV
89%1D

8T9TV
L1910
9191V
ST9TD
V19TV

0T9TV

L09TD

F

20910

86ST1D

S6STD

F

06STN
68STD
88STD

98STV
78310

08STY

hhmﬁo
vLS1D
€LST1D

TLSTV
0LSTY
69STV
89STD

99STV

@® 6SST1D

1
-

wmmﬁ<
8%S1D
L%S1D
SYSTV

€¥STD

0¥STn

8€STD

9€STD

[4A%)
TOLTV

8691V
L6919
96919

76910
€69TN

6891V
889TN

98910
891D
€891D

891D

81919
LLOTY

v.L9TD

04910
6991V
8991V
L9919
99919
S99TV

639910
8991D
L891D

TS91D
8%9T10

€%91D
Z¥91D

6€9TN
8€91D
LEITY
wmwﬂo
Mm“ﬂu
62910
L2919
9291
S29T0

€29TD

€081V
2081V

008TD

86.T0
L6LTD
96.T0

T6LTV
06.LTD
68LTY

H

S8LIV
Y8LIV

08LTV
6LLT0
8L.10

ELLTY
TLLTD
TLLTD

Y9L1D
€9.TD
TILTY

6SLTV
TSL1D

TSLTD
0S.1D

V.VL1D

9%LTD

E€VLID

TCLTD
0zL1n
6TL1D

LTLTD
YILID
€TI0
CTLID
TTL1D
0TLID
60LT0
80LTD

S68TD
76810

L8810

7881V
€88TD

78810

8181
LL8TY
98TV

79810
€98TD
29819
79819
09819

LS8TD
98819
G§G8TD
7581V
€98TY

8¥8TV
LY8TY

S¥81D
6€8TD

SE8TD
vesTN
€€8TN

881D
12810
981D

81810
L181D
wﬁmﬂo
T181D
0T8TV
6081V

L08TD

S08TN

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 55

L9610

79610

29610
19610

656TD
89610
LS6TD
956TN

+

6761D

L¥61D
9¥61Nn
S¥61D

0¥61T0

8E6TY

9€6TY
SGE6TD

€E6TD
2EBTY

0€6TD
626TD

9z6TNn
ST6TD
¥Z610

8161V
L1610
9161V

ET6TY
(4134 4
11610
0T61D
60610
806T1D
L06TD
906T1D
S06TD
7061
€06TD
20610

668TD

cvoTy

8€0TD
LEOTD

ZEOTD

0€0TY
62029

9202
§202D

2eoen
12020

6102V

L1020
91020
ST0CY
Y102V

21029
TT0C20
0T0ZD
6002
80020
002D

2002
1002V
00029
66610
866TD

|

£66T0

16610

68619

861D
€861D

1861V
086TD

v.L61D
€L6TD

11120

L0T2ZD
9072ZH

coten
T0T2D

66020
86020
602D
96020
96020
¥602D
€602
26020

060ZD

880ZH
802D

|

€802D
2802V

08029
6,020
802D
LL0TY

§.020n
vhmwb
TLOTV
0.0ZH

89020

99020
S9020
%9020

@ 2902V

0902y
6502V

3

SS5020

£502D
2S02H

05020

68720

812D
9812
S812C0
7812
€8T2D

08T2n

8.T2D

9LtV

-

L9ten
9912
S912ZH
79120

2912H

@® 8S1CV
LST2D
9512
mmmmc
8¥%12H
L%12D
9%12D

vvien
mvmmo
LETTD
9€TTD

veETTY

ZceTen
TETTD

8212

® §21ed
174543
® €T1ed

T212)

9112
STT1ZH
vitey

T.L2TH
04229

89zey
L9zey

¥92ed
€922D
[4°1441)
19220

6522

[S7adn
8%2¢Cd
Lyeey
9¥ced
sveen

aveed
Tveey
0¥ced
6€TTD
8€TTH
LETTD
9€TTD

veced
€€2en

Teeed

0zeed
6122D

9022

20eed
1022

Leten
96120
S6T2D

® 8T€Td
LT€TO

STETD
Y1€TO

creen

® O0Teev

S0€TY

€0€2TD

TOETO

662CD

86TTY
L6220

76220
€6220
262T0
T6cen
06229

88CCY

98eeY
822D
822D

8.LzTy
1.TTD

S.220

€.LTey

LLETY
9.LgTY

1.€2D
0L€2D
69€CY
89€2D
L9€TD

S9€TD

6GETO

9G€TO

SGETO
vmﬂuu
TSETH
08€2D
6¥€CD

LYE€TD

vvean

2veTO
TvETH
0%€TH
6EETD
8EETD

S.%20
¥.%2D
€.v2n

0L%2H

89%2H

99%20

£9%2D
coven
T9%2D

mmﬂw<
96%20
mmﬂmu
12174
0S¥eY

wﬁmu<
SY¥ed
V4444
£Y¥2CD

15474

SEVTY

F

62%CH

L2%TO

Et474 4
%2ved

(4749
61720

LT%2D
91¥20
STVTH
4544

125741

60%2H
80%2n

c¢9sen
T9SeV

96520
S§52n

€G52H
c¢ssen

%3520

6€392D
8€492D
Lesen

CESTH

0ESTY

8csen

91G2D
STS82D
1520
€192
(45149

805ZH

9052n
S0S2H

€052V
20S82H

66720
86%20

¥6%2H

+

88%CY

S8%TH
¥8%ZH

67920

L¥92n
9%920
m«“ﬂu
0%92H
6E9CY

Lge9zn
wmﬂm:
ce9ey
T1€92H
0€92D
6292V
82920

92920
mumﬂu
L1920
91920

a5
€1920

90920

£092D

96529

26STH
16520

STLTY

€2LTO

ozclzn

LT.LTD
91.2n
ST.LTO
¥T.L2D

012D

0.2

colen

66920
8692N
L692D
9692N
S6920
%692D
€692V
26920

88920
18920

98929

892N
18920
08920
6.L92Y

S.L92V
%920

TL9TH

6992D
89929
992D
99920

L

85920

9592n

£5920

19920
05920

S€.L2D

CTELTD

0€.LTD
62.LTH
8c.L2n

04820
698CH

1,98TH
wwmwb
2982H
HoMNu
96820
96820
%5820
£4982D

1982V
0982V

1082V
66,20
96.20
S6.TH
¥6.2D

96820

@ ¥687H

RNA (2848-MER)

¢.L82H
T.820

e Molecule 57

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 56

2%
n

11%

47%

40%

Chain BA:

N~ ©
(T4

08D

8LV

[

690
899
90
990
990
YoV

19D
89D
LS50

S0
€SV

0sn

L0
S0

€D

L

T€D
0€D

82V

92H

ey
02>

81D
LD
91D
STD

eTv
(42

01D
6en

[415]
TSTD
0§10

L710

6ETD

€10
€ETD

LeTV
9CTV

0Z10

€110
1IN
TV
0TTD

007D
660

16D

Y760

€69

68D
88D

S8D

®
e}
o

-
oo}
(&

L0V

S02H

€02D

LLTD
9L1D

851N
LST0

¥STD
€STO

Izlzcn
HTL2D
DTLTO

acLed

ATz

ATLZD
N1.2H

STLZD

WTLZD

Arlen
L£T.20
IT.2D
HTLZD
DTLTO
dT.L2D
arsen
arLzd

412D
\42x4

oLey
692N
8920

992H

€920
(4214 4

092D
652D

LSTY

o4 4
[4:(43)
6%20

8¥Th
L¥TH

S¥Th
4444

(474

geed
veey

[443§

ozey
61€0

L1€D

862D

SEVD

8CYV

I

¥0vd

96€D
S6eN
Y6EV

26€0

68€D

€G€D
[4si°0]
TS€D
0sen

567D

€67
14544

S8%0
¥8%0

LYY
TLYY

69%D

3

vovn
£9%D

T9%D
09%V
6570

LS%Y

SS70

3747408

9v¥d
SY¥0
990
EVvY

(%7470

LEVD
9E¥D

165D

6850

998N

sesn
¥zan
€250

0TsH
6150
815D

S¥90

0%90
6€9N
8€9D

629D

9290

%290
€290

Teov
0299
679D
8790

vv1on
vTon

2190

3

869D
1650

€699

TTLY

0T.LD

6T.L0

9TLY

€TLD
CTLD

60.L0

104D
90LY

004D

769N
€690

+

9,9V

.99

TL90

® APS9V
nysov
®
® S99
4vs90
b%590

0%99D

N#59D

08.LD
6.L.L0

9LLD
SLLD
YLLY
€LL0

0LLD
69.LD
89.LD

S9.D
YoLY

TOLV
09.D

95.0
ispke]
75L0

Ly.L0
LY

¥vLD

6€LD
8€LD

0€.L0
6T.LD

LTLY

Leew
STLD
veLn

718D

T80

9z8n

vesy
€289
ceen

618V

S180
7180

1180

080

508D

756D

3

916D
ST60
7160

2160
T16V

606V

1,060

688D
888D

€889
288D

0889

8.8V

S.8D

® 92010
S20TH

£66D

£86Y

086V
6.6D
816D
116D

.69

046D
6960

S96D

£96n
296D
196D

656V

956D
G560

R LDWIDE

O

PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 57

7ST1D
€STTD

TST1D
0STTD
6%T1D

LYTID
9%TTID
SPTTID
4425

VeyiTy
[44991)
Wi
0%T1D
6ETTD
8ETTD

9€TTD
SETTD

CETTY
TETTD
ommﬂb
SCT1D
7429

8TTTID

LTT1D
9TT1D
STTTD

TIT1V
0TTTD

80TTN
L0TTD

0501V

LEOTD

8201V
1201V

4442

eTTId
V12210

L

L1210
9121
145

F

TI2T0

6021D

902T1H

voTcTv

10210

66710
86TTN
L6TTD

S6TTD

€6TTD
¢6TTD
T6TTD

68TTV
88110
L8119

c8TTIV

89TTD

991D
S9TTN
v9TTD
€9T1D
(42285
19110

6STTN

9STTV

80ETV

TOETV

S§821H

€821D

08CTD
6.TTD
8.LTTV

SLTTV

€210
TLTTY

04210

9921H

v921D

29TtV
19210

LSTTD
9521

€5CTV

TS210
08219

LyCTV

eveTd
[474 1
TeTy
oveIn

vecin
€ETTD
CTETTD
T€CTH
0€TTD

L2219

L

08ETD

69€TD

L

GOETY

€9€T1D
CT9ETD
T9ETD

8SETD
LSETN

GSETD
YSETY
E€GETY
C¢SETN

F

8%ETD
LYETD
9YETD

YvETD

TYETY
e
oveTn
B6EETD

LEETD

9EETY

TEETV

8CTETD
LZETD

T2eTY
0ZETD

8TETD
LIETY
91€TN

€TETN

TIETD

60€TD

0L¥TD
69VTV
89%1D

ian)
€9%1D
[4°34%)

09PTV
6SVTD

€571

TSY10

8¥¥1D

SYPIV

(44495
9710

BEVTY
8EVTIN
LEVTID

YEVIV
€evIN
(4545
TeEVIN
0€7TD
671D

8T¥1D

ETVTD
(43241
115459
0T%1D

80%1D

90¥1n
S0P

€0V

96€TN

L8ETD

T6%1D

68710

871D

bt
1

[VA4%)

YLV
€LVTD
TLYTY

€€9TD

62910

L2919

8191V
L1910
9191V

Y191V

0191V

L091D

3

2091

+

S6STD

F

06STN
68STD
88STD

831D

2831

08STV

LLSTD

YLSTD
€LSTD

TLSTV
0LSTY
69STV
89519

9981V

65STD

YSSTV

6%STD
8¥%STD
L¥STD

F

€¥STD

TTL10
0TLTD
60LT0
80LT0

90.T0
S0LTD

20LTD
TOLTV

869TY
L691D
9691D

691D
£€6910

6891V
88911

S89T0
78910
€89T0

8L9TD
LL9TY

v.L9TD
€910

04910
6991V
8991V

99919
S99TV

€99T0
29910

89910
LS9TD

TS9TD

8%91D

€¥91D
Z¥91D

6€9TN
8€9TD
LEITY
9€9TD

T181D
0T8TV
6081V

L08TD

€08TY
2081V

86.10
LBL1D
96.L10

H

06LTD
68LTV

F
b

S8LTV
v8LIV

08LTY
6.LLT0

ELLIV
TLLTD
TLLTD

Y9L1D
€9L1D
TILTY

TSLTID
TSL10
0S.TD

V.ivL1D

9%LTD

€7.L1D

T2L1D
0zLTn
6TLTD

LTLTD
YILID
€TI0
CTLID

20610

668TD

S68TD
76810

H
3

18810

88TV
£881D

78810

81819
LL8TY

€98TD
29819
T981D
09819

18819
9881
99819
88TV
€981V

TS810

8¥8TV
LY8TY

S¥81D
6€8TD
SE8TD
vestn
€€810
8¢8TH
281D
981D
1281V

818TN
L18TD

086TD

V.610
€L6TD

L96TD

29610
19610

6396T1D
83610
LS61D
959610

LY6T0
9v61TNn
S¥6TD
0v61N

8E6TY

9E6TYV

€E6TD
CTEBTY

0€6TD
626TD

9z6TN
S26TO

8161V
L1610
9T6TY
ST6TN
V1610

TI6TY
TT6T0
0T6TD
60610
80610
L06TD
906TD
S06TD
70619
€06TD

€502D
502D

05020

e

cvoTy

{443

0g0TY
6202D

92020

2ecozn

0zoTy
6102V

L1020
91020
STo0CY
102V

2102D
11020
0T0ZD
60029
80020
NOMNU
002D
T002V
00029
666TO
866TD

|

£6610

16670

686TD

861D
€86T0

1212D

9T12ZH

123141

T1120

L0T2ZD

coren

T072H

66020
86020
L6020
96020
S6020
¥602D
€£602D
26020

06029

%9020
@® 290tV
0902V
6502V

§5020

68720

812D
9812
G812
%812
€8T2D

3

8.L12D

9,12V

L972n
9912
S§9T2HD
¥9120
€9T2D
[4°)543)

3

8812V
LS12D
9812H
§STCD

8¥12d
Ly12d
9¥%12d

vvien

® §21Td
¥c1ed
€2T2D

O

R LDWIDE
PROTEIN DATA BANK

W



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 58

6,22
8.Lzey
1,22

mhﬂmo
TL2TH
0.229

892CY

s¥cen

[47443)
Tveey
0¥%2ed
6€CTH
8€TTH
LETTH
9€TTD

veeed
€3N

T€TD
0€TTD

vceed
€22TD
[4444))

0zeed
61229

9022

20Ted
10220

Leten
96T2D
S6TCD

8TETH
LT€TO

STETH
¥1€20

z1een

® O0Teay

® 90€Td

S0ETY

€0€TH

TOETD

6622D
862CY
h@“ﬂo
¥6220
£622D
2622
16220
06229
6822D
88CTY

98TV
S$82TO
%8220

T1%CV

60%2H

T8€TD

8LETY
LLETY
9.€2Y

TLETD
0.Lg2D
69€TY
89€TD

L9€TD

S9€TH

S9€2D
¥9€TH

TS€TH
0S€ed

S8¥CD

v.L%2D

€9%2D
coven
T9%20

6SYeY

95%2D
Eisjzad)

8vvey
74

4444
15474

i

.
L

89520

9952V

vosey

€£4992D

8€5CD

STS2D

€152
(45149

8052

9052n
G052

€082V

66%2D
86%2¢D

S6%2D

£6ven
ceven

88¥CY

£5920

19920
0592n
6%92n

L¥92n
9%920
S%92D

0%929
6E9CY

Legen
9€92n

Te9ey
T€9TH
0€92D
6292V
82920
1292D

L1920
91920

v192Y

€092

sifia

S65CD

€652n
2652
16520
0652V

98520
§892N
¥83en

1892H

81529
LLSTY

€.L520
cLSTY

04529

62.L2D

91.2n

0T.2D

70.2D

coLen

66920

8692N
16929
96920
S692D
7692
£692V

8892N
18920
mmﬂmc
892N
18920
08920
mhmu<
S.L92Y
v.929D

Nhﬂﬂu
6992
8992
19920
99920

L

85920

9592n

16,20

68.20
88.20
18.20
98.2n
§8.20
¥8.L2d
€8.2D

LL12D
SL.LeV
v.L.2D
€L.2D
cLLED
TLLTD
0.L.2D
69.2D
89,20

99,29
§9.2v
voLey
€9.29

T9.2D

F

LS.V
95220
§5.20
v§i.2n
€5.2V
Nmmmo
6v.L2V
LyL2D
ov.Len
S¥.L20

€v.L2D
[42kée)
TvLey
[2k4 4
6€.20
8ELTV
LELTD

S€LTD
veLTY

CTELTD

0€.L2D

04820
69829

9982Nn

982D
7982H

956820
86820
79829
£5820

1982V

€¥82D
2¥82d

6€8CD
8€8CD
LE8TD
9€82N

zesen

[44:14)

6182

L

96820

682D

1682H

88820
18820

8820

2882V
18820

8.82N
1.82H
9.82H
§.820
©.820

e Molecule 58: RNA (119-MER)

T.L8TH
T.820

9%

52%

o oo [
& <
(SIS <

38%

3%

Chain AB

€90

989
s8N
%90
e9Y
zsv

ovn
6EY
8€D

9€0

RNA (119-MER)

8TTD
L1TD

3

zTin
TT1D

601D

101D
901D
SOTV
vorn

00TV

86D

S60
%60

260

189

£8D

08n
6.0
8LV

e Molecule 58

©
~
(&

9%

50%

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

40%

5%

Chain BB



4VT7J

wwPDB X-ray Structure Validation Summary Report

Page 59

()
1.0

199

n
©
O

€90
290

83V
LSV
99D
SSN

€3gy
(414

05D

(]
® 8%
L7

SvY
42
€%0

(0)741

8€D
18D

T€0
0€d
(44

3

€20
zen
14
0zd

L1D

STV

eTv
(4%
110

3
58

811D

Y110

crin
TT1D

® 601D

101D
901D
SOTV
vorn

00TV

S6D
760

26D

18D

£€8D

080

8LV

9.Ld
SLD
w0

O

R LDWIDE
PROTEIN DATA BANK

W



Page 60 wwPDB X-ray Structure Validation Summary Report AVT])

4 Data and refinement statistics (i)

Property Value Source
Space group P 212121 Depositor
Cell constants 211.57A  451.96A 622.44A .
Depositor
a, b, c, a, B, 90.00° 90.00° 90.00°
. 50.00 - 3.30 Depositor
Resolution (4) 50.00 — 3.30 EDS
% Data completeness 99.8 (50.00-3.30) Depositor
(in resolution range) 99.8 (50.00-3.30) EDS
Rinerge 0.02 Depositor
Rsym 0.02 Depositor
<I/o(I)>" 2.31 (at 3.33A) Xtriage
Refinement program CNS Depositor
R R 0.219 , 0.247 Depositor
) Thfree 0.220 , 0.248 DCC
Rree test set 40918 reflections (4.63%) wwPDB-VP
Wilson B-factor (A?) 99.5 Xtriage
Anisotropy 0.049 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.28 , 81.7 EDS
L-test for twinning? <|L| > =045 < L?> =028 | Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.93 EDS
Total number of atoms 297206 wwPDB-VP
Average B, all atoms (A?) 115.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 1.49% 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:
OMU, 5MU, A2M, OMG, 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 #4|Z| >5 RMSZ #4Z| >5

1 Ab 0.40 0/1935 1.01 11/2609 (0.4%)
1 Bb 0.40 0/1935 1.00 11/2609 (0.4%)
2 Ac 0.41 0/1636 0.87 4/2205 (0.2%)
2 Bce 0.40 0/1636 0.87 3/2205 (0.1%)
3 Ad 0.44 0/1733 0.99 8/2318 (0.3%)
3 Bd 0.45 0/1733 0.99 9/2318 (0.4%)
4 Ae 0.42 0/1162 0.98 4/1564 (0.3%)
4 Be 0.45 0/1162 0.98 4/1564 (0.3%)
5 Af 0.40 0/856 0.97 1/1154 (0.1%)
5 Bf 0.42 0/856 0.98 1/1154 (0.1%)
6 Ag 0.37 0/1276 0.87 1/1709 (0.1%)
6 Bg 0.37 0/1276 0.88 1/1709 (0.1%)
7 Ah 0.41 0/1136 1.06 9/1527 (0.6%)
7 Bh 0.41 0/1136 1.06 9/1527 (0.6%)
8 Ai 0.38 0/1029 0.90 5/1379 (0.4%)
8 Bi 0.39 0/1029 0.89 4/1379 (0.3%)
9 Aj 0.44 0/807 1.02 8/1085 (0.7%)
9 Bj 0.45 0/807 1.03 7/1085 (0.6%)
10 Ak 0.42 0/900 0.96 4/1213 (0.3%)
10 Bk 0.42 0/900 0.97 4/1213 (0.3%)
11 Al 0.51 0/986 1.09 6/1320 (0.5%)
11 Bl 0.50 0/986 1.08 6/1320 (0.5%)
12 Am 0.38 0/947 1.03 5/1270 (0.4%)
12 Bm 0.38 0/947 1.00 6/1270 (0.5%)
13 An 0.37 0/501 0.85 1/664 (0.2%)
13 Bn 0.38 0/501 0.85 1/664 (0.2%)
14 Ao 0.41 0/745 0.89 1/992 (0.1%)
14 Bo 0.42 0/745 0.89 1/992 (0.1%)
15 Ap 0.45 0/716 0.94 2/963 (0.2%)
15 Bp 0.40 0/716 0.93 2/963 (0.2%)
16 Aq 0.39 0/836 0.93 2/1117 (0.2%)
16 Bq 0.40 0/836 0.94 0/1117
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. Bond lengths Bond angles

Mol | Chain | ¢\ o7 #|Z| >5 RMSZ #|Z| >5
17 Ar 0.42 0/579 1.07 7/768 (0.9%)
17 Br 0.43 0/579 1.07 6/768 (0.8%)
18 As 0.42 0/642 1.06 4/865 (0.5%)
18 Bs 0.44 0/642 1.06 4/865 (0.5%)
19 At 0.41 0/765 0.98 4/1007 (0.4%)
19 Bt 0.38 0/765 0.98 5/1007 (0.5%)
20 Au 0.42 0/212 0.85 0/277
20 Bu 0.41 0/212 0.84 0/277
21 Ay 0.36 0/781 0.95 7/1045 (0.7%)
21 By 0.46 0/777 1.06 5/1040 (0.5%)
22 Aa 0.42 0/36190 0.62 34/56486 (0.1%)
22 Ba 0.42 0/36190 0.63 34/56486 (0.1%)
23 Ax 0.45 0/219 0.80 0/340
23 Bx 0.47 0/219 0.80 0/340
24 Av 0.41 0/1810 0.67 1/2821 (0.0%)
24 Bv 0.43 0/1810 0.70 2/2821 (0.1%)
25 Aw 0.47 0/1832 0.56 1/2855 (0.0%)
25 Bw 0.49 0/1832 0.55 0/2855
26 AC 0.45 0/956 0.91 3/1288 (0.2%)
26 BC 0.46 0/956 0.91 2/1288 (0.2%)
27 AD 0.60 0/2154 1.20 22/2905 (0.8%)
27 BD 0.62 0/2154 1.21 20/2905 (0.7%)
28 AE 0.58 0/1596 1.21 15/2153 (0.7%)
28 BE 0.60 0/1596 1.23 16/2153 (0.7%)
29 AF 0.53 0/1658 1.12 11/2244 (0.5%)
29 BF 0.57 0/1658 1.14 13/2244 (0.6%)
30 AG 0.45 1/1499 (0.1%) 1.07 11/2016 (0.5%)
30 BG 0.48 1/1499 (0.1%) 1.14 18/2016 (0.9%)
31 AH 0.48 0/1284 1.17 18/1739 (1.0%)
31 BH 0.52 0/1284 1.19 18/1739 (1.0%)
32 Al 0.59 0/1146 1.27 22/1551 (1.4%)
32 BI 0.58 0/1146 1.25 23/1551 (1.5%)
33 AJ 0.60 0/640 1.35 12/889 (1.3%)
33 BJ 0.62 0/640 1.32 13/889 (1.5%)
34 AN 0.48 0/1131 1.15 11/1525 (0.7%)
34 BN 0.53 0/1131 1.18 11/1525 (0.7%)
35 AO 0.54 0/943 0.99 0/1269
35 BO 0.55 0/943 1.00 2/1269 (0.2%)
36 AP 0.60 0/1131 1.51 20/1504 (1.3%)
36 BP 0.67 0/1131 1.54 21/1504 (1.4%)
37 AQ 0.50 0/1133 1.03 8/1515 (0.5%)
37 BQ 0.52 0/1133 1.06 10/1515 (0.7%)
38 AR 0.54 0/974 1.04 3/1302 (0.2%)
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #|Z| >5 RMSZ #|Z| >5
38 BR 0.57 0/974 1.06 4/1302 (0.3%)
39 AS 0.45 0/778 1.04 9/1036 (0.9%)
39 BS 0.49 0/778 1.05 7/1036 (0.7%)
40 AT 0.54 0/1137 1.32 21/1519 (1.4%)
40 BT 0.56 0/1137 1.33 19/1519 (1.3%)
41 AU 0.54 0/975 1.10 7/1297 (0.5%)
41 BU 0.62 0/975 1.13 6/1297 (0.5%)
42 AV 0.47 0/790 0.99 1/1057 (0.1%)
42 BV 0.52 0/790 1.01 1/1057 (0.1%)
43 AW 0.52 0/907 1.07 5/1216 (0.4%)
43 BW 0.56 0/907 1.06 5/1216 (0.4%)
44 AX 0.54 0/739 1.04 3/993 (0.3%)
44 BX 0.59 1/739 (0.1%) 1.06 3/993 (0.3%)
45 AY 0.61 0/788 1.19 5/1051 (0.5%)
45 BY 0.66 0/788 1.21 5/1051 (0.5%)
46 AZ 0.42 0/1499 1.02 11,/2035 (0.5%)
46 BZ 0.49 0/1499 1.13 16,/2035 (0.8%)
47 A0 0.47 0/671 1.04 5/892 (0.6%)
47 BO 0.51 0/671 1.03 3/892 (0.3%)
48 Al 0.50 0/738 1.13 6/981 (0.6%)
48 B1 0.57 0/738 1.15 7/981 (0.7%)
49 A2 0.40 0/600 0.92 0/793
49 B2 0.53 0/600 0.96 1/793 (0.1%)
50 A3 0.46 0/472 1.03 1/634 (0.2%)
50 B3 0.48 0/472 1.02 1/634 (0.2%)
51 A4 0.55 0/460 1.02 3/621 (0.5%)
51 B4 0.56 0/460 1.02 3/621 (0.5%)
52 Ab 0.56 0/441 1.22 6/596 (1.0%)
52 B5 0.61 0/441 1.27 6/596 (1.0%)
53 A6 0.59 0/440 1.22 6/586 (1.0%)
53 B6 0.58 0/440 1.21 5/586 (0.9%)
54 AT 0.54 0/417 1.10 3/550 (0.5%)
54 B7 0.61 0/417 1.11 3/550 (0.5%)
55 A8 0.64 0/515 1.26 5/679 (0.7%)
55 B8 0.64 0/515 1.24 4/679 (0.6%)
56 A9 0.42 0/310 0.92 1/407 (0.2%)
56 B9 0.44 0/310 0.92 1/407 (0.2%)
o7 AA 0.43 0/68704 0.70 | 77/107260 (0.1%)
57 BA 0.45 0/68704 0.72 | 88/107260 (0.1%)
58 AB 0.41 0/2853 0.65 0/4451
58 BB 0.42 0/2853 0.66 0/4451
All All 0.45 | 3/321416 (0.0%) | 0.81 | 941/480209 (0.2%)
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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
21 Ay 0 1
22 Aa 0 11
22 Ba 1 11
24 Av 0 1
24 Bv 0 1
38 AR 0 1
38 BR 0 1
52 A5 0 1
52 B5 0 1
57 AA 2 50
57 BA 2 68
58 AB 0 1
58 BB 0 1
All All 5 149

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
30 BG 7 ILE | CA-CB | 6.33 1.61 1.53
30 AG 7 ILE | CA-CB | 5.73 1.62 1.54
44 BX 80 ILE | CA-CB | 5.24 1.60 1.53

The worst 5 of 941 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
o7 AA 1992 G C2-C3’-03" | 15.16 132.24 109.50
o7 BA 1992 G C2-C3’-03" | 15.06 132.09 109.50
22 Ba 1498 U C2-C3’-03" | 14.98 131.97 109.50
30 BG 125 | PHE N-CA-C -13.88 94.47 111.40
o7 BA 1653 G C2-C3’-03" | 13.46 129.69 109.50

All (5) chirality outliers are listed below:

Mol | Chain | Res | Type | Atom
57 AA | 1799 G c3’
57 AA | 1819 A C3
22 Ba 1498 U c3’
57 BA 1799 G c3’

Continued on next page...
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Continued from previous page...
Mol | Chain | Res | Type | Atom
57 BA 1819 A c3’

5 of 149 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
22 Aa 265 G Sidechain
C
G
G

22 Aa 436 Sidechain
22 Aa 484 Sidechain
22 Aa 97 Sidechain
21 Ay 83 | ARG | Sidechain

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 Ab 1900 0 1951 222 0
1 Bb 1900 0 1951 218 0
2 Ac 1612 0 1677 174 0
2 Be 1612 0 1677 177 0
3 Ad 1703 0 1763 192 0
3 Bd 1703 0 1764 180 0
4 Ae 1146 0 1207 122 0
4 Be 1146 0 1207 128 0
5 Af 843 0 857 82 0
) Bf 843 0 857 80 0
6 Ag 1257 0 1296 113 0
6 Bg 1257 0 1296 113 0
7 Ah 1116 0 1177 118 0
7 Bh 1116 0 1177 119 0
8 Ai 1010 0 1037 159 0
8 Bi 1010 0 1037 153 0
9 Aj 794 0 840 159 0
9 Bj 794 0 840 158 0
10 Ak 885 0 904 80 0
10 Bk 885 0 904 81 0
11 Al 970 0 1057 112 0
11 Bl 970 0 1057 111 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
12 Am 937 0 995 203 0
12 Bm 937 0 995 184 0
13 An 492 0 529 79 0
13 Bn 492 0 529 77 0
14 Ao 734 0 771 61 0
14 Bo 734 0 771 59 0
15 Ap 700 0 720 57 0
15 Bp 700 0 720 60 0
16 Aq 823 0 891 58 0
16 Bq 823 0 891 60 0
17 Ar o974 0 644 71 0
17 Br 574 0 644 69 0
18 As 629 0 652 97 0
18 Bs 629 0 652 97 0
19 At 763 0 861 80 0
19 Bt 763 0 861 82 0
20 Au 208 0 221 11 0
20 Bu 208 0 221 9 0
21 Ay 770 0 811 168 0
21 By 766 0 804 106 0
22 Aa 32329 0 16317 1054 0
22 Ba 32329 0 16318 1048 0
23 Ax 262 0 138 44 0
23 Bx 262 0 138 22 0
24 Av 1641 0 839 35 0
24 Bv 1641 0 839 40 0
25 Aw 1640 0 837 53 0
25 Bw 1640 0 837 49 0
26 AC 937 0 957 101 0
26 BC 937 0 957 107 0
27 AD 2104 0 2182 283 0
27 BD 2104 0 2182 292 0
28 AE 1563 0 1629 221 0
28 BE 1563 0 1629 220 0
29 AF 1623 0 1677 174 0
29 BF 1623 0 1677 174 0
30 AG 1474 0 1535 294 0
30 BG 1474 0 1535 264 0
31 AH 1259 0 1326 139 0
31 BH 1259 0 1326 151 0
32 Al 1131 0 1218 217 0
32 BI 1131 0 1218 218 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
33 AJ 641 0 309 20 0
33 BJ 641 0 309 39 0
34 AN 1104 0 1180 142 0
34 BN 1104 0 1180 149 0
35 AO 933 0 996 92 0
35 BO 933 0 996 98 0
36 AP 1114 0 1187 277 0
36 BP 1114 0 1187 283 0
37 AQ 1112 0 1171 114 0
37 BQ 1112 0 1171 108 0
38 AR 960 0 1021 128 0
38 BR 960 0 1021 118 0
39 AS 770 0 832 132 0
39 BS 770 0 832 122 0
40 AT 1123 0 1181 211 0
40 BT 1123 0 1181 224 0
41 AU 958 0 1015 142 0
41 BU 958 0 1015 143 0
42 AV 779 0 852 156 0
42 BV 779 0 852 159 0
43 AW 896 0 953 84 0
43 BW 896 0 953 86 0
44 AX 725 0 778 66 0
44 BX 725 0 778 65 0
45 AY 775 0 870 159 0
45 BY e 0 870 157 0
46 AZ 1467 0 1492 195 0
46 BZ 1467 0 1492 193 0
47 A0 662 0 688 71 0
47 BO 662 0 688 82 0
48 Al 731 0 808 69 0
48 Bl 731 0 808 78 0
49 A2 598 0 653 82 0
49 B2 598 0 653 59 0
50 A3 467 0 023 36 0
50 B3 467 0 023 37 0
o1 A4 450 0 449 115 0
o1 B4 450 0 449 81 0
52 A5 427 0 445 72 0
52 Bb5 427 0 445 73 0
53 A6 433 0 461 102 0
93 B6 433 0 461 104 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
o4 AT 409 0 454 32 0
o4 B7 409 0 454 32 0
95 A8 507 0 o276 119 0
35 B8 507 0 276 113 0
96 A9 307 0 336 25 0
o6 B9 307 0 335 22 0
o7 AA 61341 0 30926 1758 0
o7 BA 61341 0 30928 1744 0
o8 AB 2551 0 1295 102 0
o8 BB 2551 0 1295 84 0
29 A4 1 0 0 0 0
99 A9 1 0 0 0 0
59 Ad 1 0 0 0 0
59 An 1 0 0 0 0
59 B4 1 0 0 0 0
99 B9 1 0 0 0 0
29 Bd 1 0 0 0 0
99 Bn 1 0 0 0 0
60 Al 1 0 0 0 0
60 A5 1 0 0 0 0
60 AT 2 0 0 0 0
60 AA 368 0 0 0 0
60 AB 3 0 0 0 0
60 AD 2 0 0 0 0
60 AF 1 0 0 0 0
60 AQ 1 0 0 0 0
60 AX 1 0 0 0 0
60 Aa 145 0 0 0 0
60 Am 1 0 0 0 0
60 Aq 1 0 0 0 0
60 Av 4 0 0 0 0
60 Aw 1 0 0 0 0
60 BO 2 0 0 0 0
60 Bb5 1 0 0 0 0
60 B7 2 0 0 0 0
60 BA 366 0 0 0 0
60 BB 3 0 0 0 0
60 BD 2 0 0 0 0
60 BF 1 0 0 0 0
60 BQ 1 0 0 0 0
60 BX 1 0 0 0 0
60 Ba 143 0 0 0 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
60 Bm 2 0 0 0 0
60 Bq 1 0 0 0 0
60 Bv d 0 0 0 0
60 Bw 1 0 0 0 0
60 Bx 1 0 0 0 0
All All 297206 0 201930 17107 0

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 34.

The worst 5 of 17107 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)
12:Am:69:GLU:HB2 | 12:Am:72:ALA:CB 1.35 1.53
12:Am:65:LYS:CB 12:Am:66:LEU:HB2 1.40 1.51
12:Bm:65:LYS:CB 12:Bm:66:LEU:HB2 1.42 1.49
30:AG:110:ALA:C | 30:AG:112:PRO:HD2 1.47 1.39
21:Ay:43:LYS:NZ 22:Aa:1493:A:H1’ 1.33 1.38

There are no symmetry-related clashes.

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
1 Ab 232/256 (91%) 160 (69%) 45 (19%) 27 (12%) |
1 Bb 232/256 (91%) 160 (69%) 46 (20%) 26 (11%)

2 Ac 204/239 (85%) 128 (63%) 51 (25%) 25 (12%)
2 Be 204/239 (85%) 131 (64%) 49 (24%) 24 (12%)
3 Ad 206/209 (99%) 142 (69%) 45 (22%) 19 (9%)

Continued on next page...


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_backbone

Page 70 wwPDB X-ray Structure Validation Summary Report AVT])

Continued from previous page...

Mol | Chain Analysed Favoured | Allowed Outliers | Percentiles
3 Bd 206/209 (99%) 142 (69%) 46 (22%) 18 (9%) |
4 Ae 148/162 (91%) 112 (76%) 24 (16%) 12 (8%)
4 Be 148/162 (91%) 111 (75%) 25 (17%) 12 (8%)
5 Af 99/101 (98%) 72 (73%) 19 (19%) 8 (8%)
5 Bf 99/101 (98%) 72 (73%) 19 (19%) 8 (8%)
6 Ag 153/156 (98%) 119 (78%) 24 (16%) 10 (6%)
6 Bg 153/156 (98%) 121 (79%) 22 (14%) 10 (6%)
7 Ah 136/138 (99%) 106 (78%) 27 (20%) 3 (2%)
7 Bh 136/138 (99%) 107 (79%) 26 (19%) 3 (2%)
8 Ai 125/128 (98%) 92 (74%) 22 (18%) 11 (9%)
8 Bi 125/128 (98%) 90 (72%) 23 (18%) 12 (10%)
9 Aj 96/105 (91%) 71 (74%) 18 (19%) 7 (%)
9 Bj 96/105 (91%) 69 (72%) 20 (21%) 7 (%)
10 Ak 117/129 (91%) 98 (84%) 16 (14%) 3 (3%)
10 Bk 117/129 (91%) 98 (84%) 16 (14%) 3 (3%)
11 Al 122/132 (92%) 93 (76%) 17 (14%) 12 (10%)
11 BI 122/132 (92%) 93 (76%) 17 (14%) 12 (10%)
12 Am 116/126 (92%) 76 (66%) 21 (18%) 19 (16%)
12 Bm 116/126 (92%) 74 (64%) 23 (20%) 19 (16%)
13 An 58/61 (95%) 39 (67%) 10 (17%) 9 (16%)
13 Bn 58/61 (95%) 39 (67%) 10 (17%) 9 (16%)
14 Ao 86/89 (97%) 66 (77%) 16 (19%) 4 (5%)
14 Bo 86/89 (97%) 66 (77%) 16 (19%) 4 (5%)
15 Ap 81/88 (92%) 55 (68%) 21 (26%) 5 (6%)
15 Bp 81/88 (92%) 56 (69%) 20 (25%) 5 (6%)
16 Aq 97/105 (92%) 82 (84%) 13 (13%) 2 (2%)
16 Bq 97/105 (92%) 83 (86%) 11 (11%) 3 (3%)
17 Ar 68/88 (77%) 47 (69%) 14 (21%) 7 (10%)
17 Br 68/88 (77%) 47 (69%) 15 (22%) 6 (9%)
18 As 76/93 (82%) 50 (66%) 14 (18%) 12 (16%)
18 Bs 76/93 (82%) 49 (64%) 15 (20%) 12 (16%)
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Mol | Chain Analysed Favoured | Allowed Outliers | Percentiles
38 BR 115/118 (98%) 84 (73%) 21 (18%) 10 (9%) 04 |
39 AS 96/112 (86%) 60 (62%) 13 (14%) 23 (24%) 0810
39 BS 96/112 (86%) 60 (62%) 13 (14%) 23 (24%) 0810
40 AT 133/146 (91%) 90 (68%) 24 (18%) 19 (14%) 0ff1
40 BT 133/146 (91%) 90 (68%) 23 (17%) 20 (15%) 0fl1
41 AU 115/118 (98%) 88 (76%) 21 (18%) 6 (5%) 14111
41 BU 115/118 (98%) 90 (78%) 20 (17%) 5 (4%) 21114 B
42 AV 99/101 (98%) 65 (66%) 17 (17%) 17 (17%) 0ff1
42 BV 99/101 (98%) 64 (65%) 18 (18%) 17 (17%) 0ff1
43 AW 111/113 (98%) 89 (80%) 11 (10%) 11 (10%) 03
43 BW 111/113 (98%) 90 (81%) 11 (10%) 10 (9%) 04
44 AX 90/96 (94%) 72 (80%) 13 (14%) 5 (6%) 1019
44 BX 90/96 (94%) 72 (80%) 11 (12%) 7 (8%) 1§15
45 AY 98/110 (89%) 51 (52%) 18 (18%) 29 (30%) 0810
45 BY 98/110 (89%) 52 (53%) 16 (16%) 30 (31%) 0810
46 AZ 182/206 (88%) 115 (63%) 40 (22%) 27 (15%) 0ff1
46 BZ 182/206 (88%) 118 (65%) 37 (20%) 27 (15%) 0fl1
47 A0 82/85 (96%) 67 (82%) 11 (13%) 4 (5%) 10112
47 BO 82/85 (96%) 67 (82%) 11 (13%) 4 (5%) 10112
48 Al 91/98 (93%) 74 (81%) 10 (11%) 7 (8%) 1§15
48 B1 91/98 (93%) 71 (78%) 14 (15%) 6 (7%) 117
49 A2 69/72 (96%) 44 (64%) 16 (23%) 9 (13%) 0ff1
49 B2 69/72 (96%) 50 (72%) 13 (19%) 6 (9%) 014
50 A3 57/60 (95%) 47 (82%) 7 (12%) 3 (5%) 14110
50 B3 57/60 (95%) 47 (82%) 7 (12%) 3 (5%) 10110
51 A4 55/71 (78%) 23 (42%) 18 (33%) 14 (26%) 0810
51 B4 55/71 (78%) 23 (42%) 18 (33%) 14 (26%) 0810
52 A5 53/60 (88%) 40 (76%) 7 (13%) 6 (11%) 02
52 B5 53/60 (88%) 40 (76%) 7 (13%) 6 (11%) 02
53 A6 48 /54 (89%) 24 (50%) 14 (29%) 10 (21%) 0810
53 B6 48 /54 (89%) 24 (50%) 14 (29%) 10 (21%) 0810
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Mol | Chain Analysed Favoured | Allowed Outliers | Percentiles
54 AT 45/49 (92%) 43 (96%) 2 (4%)
54 B7 45/49 (92%) 43 (96%) 2 (4%)
55 A8 61/65 (94%) 41 (67%) 14 (23%)
5%} B8 61/65 (94%) 41 (67%) 14 (23%)
56 A9 35/37 (95%) 31 (89%) 4 (11%)
56 B9 35/37 (95%) 31 (89%) 4 (11%)
All All 12016/13122 (92%) | 8475 (70%) | 2157 (18%)

5 of 1384 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 Ab 15 VAL
1 Ab 18 GLY
1 Ab 26 PRO
1 Ab 63 MET
1 Ab 80 ILE

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
1 Ab 202/220 (92%) 186 (92%) 16 (8%) 36
1 Bb 202/220 (92%) 187 (93%) 15 (7%) 38
2 Ac 160/188 (85%) 147 (92%) 13 (8%) 36
2 Be 160/188 (85%) 148 (92%) 12 (8%) 38
3 Ad 180/181 (99%) 160 (89%) 20 (11%) 22
3 Bd 180/181 (99%) 160 (89%) 20 (11%) 22
4 Ae 115/123 (94%) 106 (92%) 9 (8%) 36
4 Be 115/123 (94%) 106 (92%) 9 (8%) 117 36
5 Af 90/90 (100%) 86 (96%) 4 (4%) 25 54
5 Bf 90/90 (100%) 85 (94%) 5 (6%) 19 47

E
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
6 Ag 126/127 (99%) 117 (93%)
6 Bg 126/127 (99%) 117 (93%)
7 Ah 119/119 (100%) 110 (92%)
7 Bh 119/119 (100%) 110 (92%)
8 Ai 98/99 (99%) 89 (91%)
8 Bi 98/99 (99%) 89 (91%)
9 Aj 88/92 (96%) 80 (91%)
9 Bj 88/92 (96%) 80 (91%)
10 Ak 90/99 (91%) 85 (94%)
10 Bk 90/99 (91%) 85 (94%)
11 Al 104/109 (95%) 86 (83%)
11 Bl 104/109 (95%) 85 (82%)
12 Am 94/101 (93%) 79 (84%)
12 Bm 94/101 (93%) 79 (84%)
13 An 49/50 (98%) 47 (96%)
13 Bn 49/50 (98%) 47 (96%)
14 Ao 79/80 (99%) 74 (94%)
14 Bo 79/80 (99%) 75 (95%)
15 Ap 72/74 (97%) 69 (96%)
15 Bp 72/74 (97%) 68 (94%)
16 Aq 94/97 (97%) 89 (95%)
16 Bq 94/97 (97%) 89 (95%)
17 Ar 61/77 (79%) 58 (95%)
17 Br 61/77 (79%) 58 (95%)
18 As 69/80 (86%) 61 (88%)
18 Bs 69/80 (86%) 60 (87%)
19 At 76/82 (93%) 67 (88%)
19 Bt 76/82 (93%) 67 (88%)
20 Au 19/22 (86%) 19 (100%)
20 Bu 19/22 (86%) 19 (100%)
21 Ay 84/85 (99%) 65 (77%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
21 By 83/85 (98%) 72 (87%) 11 (13%) m 17
26 AC 99/181 (55%) 97 (98%) 2 (2%) 48 68
26 BC 99/181 (55%) 97 (98%) 2 (2%) 48 68
27 | AD 213/218 (98%) 184 (86%) | 29 (14%) 16
27 | BD 213/218 (98%) 184 (86%) | 29 (14%) 16
208 | AE | 165/166 (99%) | 141 (86%) | 24 (14%) 14| |
28 BE 165,/166 (99%) 142 (86%) | 23 (14%) 15| |
29 AF 165,/166 (99%) 146 (88%) | 19 (12%) 21
29 BF 165/166 (99%) 146 (88%) | 19 (12%) 21
30 | AG 155/156 (99%) 134 (86%) | 21 (14%) 16
30 | BG 155/156 (99%) 133 (86%) | 22 (14%) 14
31 AH 137/148 (93%) 123 (90%) | 14 (10%)

31 BH 137/148 (93%) 123 (90%) | 14 (10%)
32 Al 122/124 (98%) 98 (80%) | 24 (20%)
32 BI 122/124 (98%) 99 (81%) | 23 (19%)
34 | AN 117/119 (98%) 100 (86%) | 17 (14%)
34 BN 117/119 (98%) 99 (85%) 18 (15%)
35 AO 100/100 (100%) | 89 (89%) 11 (11%)
35 BO 100/100 (100%) | 89 (89%) 11 (11%)
36 AP 112/116 (97%) 86 (T7%) | 26 (23%)
36 BP 112/116 (97%) 86 (77%) | 26 (23%)
37 | AQ 110/111 (99%) 101 (92%) 9 (8%)
37 | BQ 110/111 (99%) 99 (90%) 11 (10%)
38 AR 100/101 (99%) 83 (83%) 17 (17%)
38 BR 100/101 (99%) 84 (84%) 16 (16%)
39 AS 77/88 (88%) 65 (84%) 12 (16%)
39 BS 77/88 (88%) 65 (84%) 12 (16%)
40 AT 118/127 (93%) 97 (82%) | 21 (18%)
40 BT 118/127 (93%) 96 (81%) | 22 (19%)
41 AU 92/94 (98%) 79 (86%) 13 (14%)
41 BU 92/94 (98%) 78 (85%) 14 (15%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
12 | AV | 82/82 (100%) | 61 (T4%) | 21 (26%) |
42 BV 82/82 (100%) 61 (74%) 21 (26%)

43 AW 91/92 (99%) 78 (86%) 13 (14%)
43 BW 91/92 (99%) 79 (87%) 12 (13%)
44 AX 74/78 (95%) 63 (85%) 11 (15%)
44 BX 74/78 (95%) 63 (85%) 11 (15%)
45 AY 84/91 (92%) 76 (90%) 8 (10%)
45 BY 84/91 (92%) 76 (90%) 8 (10%)
46 AZ 162/179 (90%) 142 (88%) 20 (12%)
46 BZ 162/179 (90%) 129 (80%) 33 (20%)
47 A0 66/67 (98%) 58 (88%) 8 (12%)
47 BO 66/67 (98%) 58 (88%) 8 (12%)
48 Al 78/83 (94%) 65 (83%) 13 (17%)
48 B1 78/83 (94%) 72 (92%) 6 (8%)
49 A2 66/67 (98%) 60 (91%) 6 (9%)
49 B2 66/67 (98%) 55 (83%) 11 (17%)
50 A3 51/52 (98%) 47 (92%) 4 (8%)
50 B3 51/52 (98%) 47 (92%) 4 (8%)
51 A4 51/63 (81%) 38 (74%) 13 (26%)
51 B4 51/63 (81%) 38 (74%) 13 (26%)
52 A5 47/52 (90%) 43 (92%) 4 (8%)
52 B5 47/52 (90%) 43 (92%) 4 (8%)
53 A6 49/52 (94%) 40 (82%) 9 (18%)
53 B6 49/52 (94%) 39 (80%) 10 (20%)
54 AT 40/42 (95%) 35 (88%) 5 (12%)
o4 B7 40/42 (95%) 35 (88%) 5 (12%)
55 A8 53/55 (96%) 40 (76%) 13 (24%)
55 B8 53/55 (96%) 39 (74%) 14 (26%)
56 A9 34/34 (100%) 32 (94%) 2 (6%)
56 B9 34/34 (100%) 32 (94%) 2 (6%) 181 46
All All 9957/10598 (94%) | 8753 (88%) | 1204 (12%) 20

TTTTTTTTTTT

1 DE

BANK
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5 of 1204 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
34 BN 108 PRO
49 B2 34 GLU
36 BP 64 LYS
34 BN 89 LYS
41 BU 108 GLU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 359
such sidechains are listed below:

Mol | Chain | Res | Type
10 Bk 117 ASN
32 BI 104 GLN
12 Bm 101 GLN
27 BD 164 GLN
36 BP 68 GLN

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
22 Aa 1503/1504 (99%) 208 (13%) 0
22 Ba 1503/1504 (99%) 209 (13%) 0
23 Ax 11/25 (44%) 5 (45%) 0
23 Bx 11/25 (44%) 5 (45%) 0
24 Av 76/77 (98%) 18 (23%) 0
24 Bv 76/77 (98%) 14 (18%) 0
25 Aw 76/77 (98%) 9 (11%) 0
25 Bw 76/77 (98%) 10 (13%) 0
57 AA | 2847/2848 (99%) 493 (17%) 61 (2%)
57 BA | 2847/2848 (99%) 494 (17%) 64 (2%)
58 AB 118/119 (99%) 18 (15%) 1 (0%)
58 BB 118/119 (99%) 18 (15%) 1 (0%)
All All 9262/9300 (99%) 1501 (16%) 127 (1%)

5 of 1501 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
22 Aa 9
22 Aa 31
22 Aa 32
22 Aa 39
22 Aa 47

Q@ = Q@2
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5 of 127 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
57 AA | 2481 G
57 BA 1992 G
57 BA 266 G
o7 BA 1970 A
o7 BA | 2311 A

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

8 non-standard protein/DNA /RNA residues are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z] > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

. . Bond lengths Bond angles

Mol | Type | Chain | Res | Link | o RMSZg #1Z| > 2 | Counts RMSZg 47| > 2
23 | A2M | Ax | 20 | 23 |222526| 0.36 0 30,36,39 | 0.85 | 1 (3%)
24 5MU Av 54 24 19,22,23 | 0.23 0 27,32,35 | 0.38 0

23 OMU Ax 19 23 19,22,23 | 0.45 0 25,31,34 | 0.82 1 (4%)
23 A2M Bx 20 23 22,2526 | 0.28 0 30,36,39 | 0.81 2 (6%)
24 5MU Bv 54 24 19,22,23 | 0.31 0 27,32,35 | 0.33 0

23 | OMG Ax 21 23 23,26,27 | 0.39 0 32,3841 | 0.70 0

23 | OMG Bx 21 23 23,26,27 | 0.35 0 32,3841 | 0.55 1 (3%)
23 OMU Bx 19 23 19,22,23 | 0.60 1 (5%) 25,31,34 | 0.74 0

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
23 | A2M Ax 20 23 - 1/9/27/28 | 0/3/3/3
24 | bMU Av 54 24 - 0/7/25/26 | 0/2/2/2
23 | OMU Ax 19 23 - 3/9/27/28 | 0/2/2/2
23 | A2M Bx 20 23 - 0/9/27/28 | 0/3/3/3
24 | bMU Bv 54 24 - 0/7/25/26 | 0/2/2/2

Continued on next page...
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Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
23 | OMG | Ax 21 23 - 2/9/27/28 | 0/3/3/3
23 | OMG | Bx 21 23 - 0/9/27/28 | 0/3/3/3
23 [OMU| Bx | 19 | 23 - 5/9/27/28 | 0/2/2/2

All (1) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)

23 Bx 19 | OMU | C2-N1 | 2.17 1.41 1.38
All (5) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
23 Ax 20 | A2M C2-C1-N9 | 2.64 118.09 113.75
23 Bx 20 | A2M | 03-C3-C2’ | 2.60 118.46 111.19
23 Ax 19 | OMU | C2-C1-N1 | 2.35 118.70 114.24
23 Bx 21 | OMG | CM2-02’-C2’ | -2.30 108.57 114.47
23 Bx 20 | A2M | CM’-02’-C2" | -2.12 109.02 114.47

There are no chirality outliers.

5 of 11 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
23 Bx 19 | OMU | C2-C1’-N1-C2
23 Ax 19 | OMU | C2-C1-N1-C2
23 Ax 19 | OMU | C2’-C1’-N1-C6
23 Bx 19 | OMU | C2-C1’-N1-C6
23 Ax 21 | OMG | 04’-C4-C5-05’

There are no ring outliers.

6 monomers are involved in 32 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
23 Ax 20 | A2M 5 0
23 Ax 19 | OMU 5 0
23 Bx 20 | A2M 3 0
23 Ax 21 | OMG 13 0
23 Bx 21 | OMG 6 0
23 Bx 19 | OMU 3 0
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5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

Of 1072 ligands modelled in this entry, 1072 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 Ab 234/256 (91%) 0.45 11 (4%) 36 24 | 119, 151,187,193 | 0
1 Bb 234/256 (91%) 0.57 10 (4%) 40 25 | 117, 151,186,193 | 0
2 Ac 206,239 (36%) 0.51 11 (5%) 32 22 | 116, 147,171,173 | 0
2 Be 206,239 (86%) 0.39 6 (2%) 53 35 | 115 147,171,174 | 0
3 Ad 208,209 (99%) 0.62 26 (12%) ME 04, 123, 145, 154 0
3 Bd 208,209 (99%) 0.74 14 (6%) 24116 | 94, 124, 146, 155 0
4 Ae 150,162 (92%) 0.27 4(2%) 56 37 | 90, 114, 142, 160 0
4 Be 150,162 (92%) 0.29 3(2%) 65 46 01, 114, 143, 161 0
5 Af 101/101 (100%) 0.36 1(0%) 79! 63 |103,127, 143,167 | 0
5 Bf 101/101 (100%) 0.54 6 (5%) 28 |19 | 100, 126, 143,167 | 0
6 Ag 155,156 (99%) 0.57 12 (7%) 19| 1 14| | 119, 141,173,189 | 0
6 Bg 155,156 (99%) 0.50 11 (7%) 221115 | 120, 141,173,189 | 0
7 Ah 138,138 (100%) 0.33 8 (5%) 29 |19 09, 118, 133, 143 0
7 Bh 138,138 (100%) 0.45 11 (7%) 18| 114| | 100, 118,133,144 | 0
8 Ai 127/128 (99%) 1.03 16 (12%) 121, 162, 182,190 | 0
8 Bi 127/128 (99%) 0.82 14 (11%) 121, 162, 182,189 | 0
9 Aj 98,105 (93%) 1.11 17 (17%) 118, 165, 185, 187 | 0
9 Bj 98,105 (93%) 1.06 12 (12%) 116, 164, 184, 188 | 0
10 | Ak 119/129 (92%) 0.48 6 (5%) 34 89, 121, 156, 176 0
10 | Bk 119/129 (92%) 0.28 6 (5%) 34 23 01, 120, 155, 175 0
11 Al 124,132 (93%) 0.58 10 (8%) 18| 113 | 81, 101, 133, 169 0
11 B 124/132 (93%) 0.56 9 (7%) |21 |15 83, 102, 134, 169 0
12 | Am 118,126 (93%) 1.01 22 (18%) | 3 115, 147, 161,169 | 0
12 | Bm 118,126 (93%) 0.92 16 (13%) 115, 146, 161, 168 | 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
13 An 60,/61 (98%) 1.26 8 (13%) k7116 127, 140, 158, 161 0
13 Bn 60/61 (98%) 0.94 6 (10%) {12110 | 125, 140, 157, 160 0
14 Ao 88/89 (98%) 0.30 4 (4%) 38 25 87, 114, 138, 146 0
14 Bo 88/89 (98%) 0.31 2 (2%) 61 42 88, 114, 138, 146 0
15 Ap 83/88 (94%) 0.70 4 (4%) 35 24 96, 114, 135, 162 0
15 Bp 83/88 (94%) 0.49 4 (4%) 35 24 97, 116, 136, 163 0
16 Aq 99/105 (94%) 0.18 3(3%) 52 35 89, 112, 125, 133 0
16 Bq 99/105 (94%) 0.37 5(5%) 33 22 92, 112, 125, 133 0
17 Ar 70/88 (79%) 0.60 2 (2%) 53 35 98, 125, 147, 153 0
17 Br 70/88 (79%) 0.49 4 (5%) 29 20 98, 123, 147, 153 0
18 As 78/93 (83%) 0.84 9 (11%) {9 8] 135, 151, 180, 185 0
18 Bs 78/93 (83%) 0.71 7 (8%) | 15 135, 151, 180, 185 0
19 At 99/106 (93%) 0.84 16 (16%) 105, 123, 157, 161 0
19 Bt 99/106 (93%) 0.59 7(7%) 22 |15 107, 124, 158, 162 0
20 Au 24/27 (88%) 1.50 9 (37%) 113, 141, 162, 175 0
20 Bu 24/27 (88%) 1.80 8 (33%) 113, 141, 162, 174 0
21 Ay 94/95 (98%) 0.74 10 (10%) 67, 133, 155, 159 0
21 By 94/95 (98%) 0.28 4 (4%) 112, 136, 154, 169 0
22 Aa | 1504/1504 (100%) 0.17 31 (2%) 63 44 70, 123, 196, 208 0
22 Ba | 1504/1504 (100%) 0.17 24 (1%) 70 52 70, 124, 196, 208 0
23 Ax 9/25 (36%) 1.12 2 ( 102, 161, 194, 201 0
23 Bx 9/25 (36%) 0.98 2 ( 100, 159, 202, 204 0
24 Av 76,77 (98%) -0.05 0 93, 120, 159, 176 0
24 Bv 76,77 (98%) -0.23 1(1 82, 113, 154, 168 0
25 Aw 77/77 (100%) 0.17 0 { 100 | 135, 202, 204, 205 0
25 Bw 77/77 (100%) 0.22 1(1%) 75 56 134, 203, 205, 207 0
26 AC 120/229 (52%) 0.81 23 (19%) | 167, 186, 194, 195 0
26 BC 120/229 (52%) 1.04 24 (20%) 166, 186, 194, 195 0
27 | AD 271/276 (98%) 0.27 11 (4%) 41 27 58, 81, 109, 137 0
27 | BD 271/276 (98%) 0.15 11 (4%) 41 27 55, 79, 108, 137 0
28 AE 204,/206 (99%) 0.31 12 (5%) 28 19 62, 88, 143, 161 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
28 BE 204/206 (99%) 0.39 11 (5%) 31 21 59, 87, 143, 160 0
29 AF 207/210 (98%) 0.26 4 (1%) 66 48 61, 93, 150, 182 0
29 BF 207/210 (98%) 0.23 8 (3%) 43 29 55, 90, 150, 182 0
30 AG 181/182 (99%) 0.63 113, 140, 165, 181 0
30 BG 181/182 (99%) 0.72 102, 133, 164, 183 0
31 AH 164/180 (91%) 0.54 103, 134, 154, 175 0
31 BH 164/180 (91%) 1.02 96, 131, 151, 176 0
32 Al 145/148 (97%) 1.89 91, 163, 180, 185 0
32 BI 145/148 (97%) 1.66 90, 163, 181, 186 0
33 AJ 130/173 (75%) 1.41 180, 195, 199, 201 0
33 BJ 130/173 (75%) 1.61 167, 185, 194, 197 0
34 AN 138/140 (98%) 0.29 76, 98, 133, 153 0
34 BN 138/140 (98%) 0.52 73, 95, 132, 152 0
35 AO 122/122 (100%) -0.08 65, 84, 106, 133 0
35 BO 122/122 (100%) -0.10 64, 83, 106, 131 0
36 AP 146/150 (97%) 0.98 63, 112, 139, 175 0
36 BP 146/150 (97%) 1.29 62, 111, 139, 173 0
37 AQ 140/141 (99%) 0.42 76, 99, 132, 153 0
37 BQ 140/141 (99%) 0.43 7 (5%) 34 23 74,99, 131, 153 0
38 AR 117/118 (99%) 0.36 10 (8%) | 16 ]1_3| 70, 90, 119, 144 0
38 BR 117/118 (99%) 0.40 9(7%) 19 |14 67, 89, 119, 143 0
39 AS 98/112 (87%) 1.36 32 (32%) 115, 139, 161, 162 0
39 BS 98/112 (87%) 1.44 28 (28% 112, 138, 161, 163 0
40 AT 135/146 (92%) 0.62 15 (11% 78, 103, 154, 185 0
40 BT 135/146 (92%) 0.63 15 (11%) 78, 103, 154, 185 0
41 AU 117/118 (99%) 0.27 4 (3%) 67, 88, 124, 155 0
41 BU 117/118 (99%) 0.45 8 (6%) 23 |16 63, 84, 123, 156 0
42 AV 101/101 (100%) 0.41 4 (3%) 42 28 62, 114, 136, 151 0
42 BV 101/101 (100%) 0.50 4 (3%) 42 28 59, 110, 135, 151 0
43 AW 113/113 (100%) -0.01 2 (1%) 67 49 67, 83, 110, 183 0
43 BW 113/113 (100%) 0.10 1 (0%) 81 65 65, 81, 108, 183 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
44 AX 92/96 (95%) 0.32 1 (1%) [ 78 60 74, 93, 115, 124 0
44 BX 92/96 (95%) 0.59 4 (4%) 40 25 66, 90, 113, 125 0
45 AY 100/110 (90%) 1.32 85, 122, 162, 169 0
45 BY 100/110 (90%) 1.52 84, 120, 162, 168 0
46 AZ 184/206 (89%) 0.29 109, 138, 158, 192 0
46 BZ 184/206 (89%) 0.42 96, 128, 152, 187 0
47 A0 84/85 (98%) 0.55 87, 104, 152, 185 0
47 BO 84/85 (98%) 0.87 86, 102, 153, 185 0
48 Al 93/98 (94%) 0.31 68, 93, 132, 144 0
48 B1 93/98 (94%) 0.45 60, 87, 133, 146 0
49 A2 71/72 (98%) 0.57 89, 124, 144, 163 0
49 B2 71/72 (98%) 0.23 60, 90, 134, 169 0
50 A3 59/60 (98%) 0.38 79, 100, 124, 169 0
50 B3 59/60 (98%) 0.47 75, 98, 121, 169 0
51 A4 57/71 (80%) 0.73 153, 167, 183, 186 0
51 B4 57/71 (80%) 1.14 154, 167, 182, 187 0
52 A5 55/60 (91%) 0.56 3(5%) 30 21 55, 91, 137, 144 0
52 B5 55/60 (91%) 0.31 2 (3%) 46 31 54, 89, 137, 145 0
53 A6 50/54 (92%) 1.14 11 (22%) 12012 128, 155, 169, 182 0
53 B6 50/54 (92%) 0.92 4 (8%) 18 |14 128, 154, 169, 182 0
54 AT 47/49 (95%) 0.23 1 (2%) 63 44 58, 70, 95, 144 0
o4 B7 47/49 (95%) 0.17 53, 66, 91, 144 0
55 A8 63/65 (96%) 1.24 70, 91, 118, 155 0
55 B8 63/65 (96%) 1.03 9 ( 70, 89, 117, 155 0
56 A9 37/37 (100%) 1.13 7 ( 109, 121, 141, 144 0
56 B9 37/37 (100%) 1.09 8 ( 105, 120, 141, 144 0
o7 AA 2848 /2848 (100%) -0.22 41 (1%) 73 55 56, 90, 194, 209 0
57 BA 2848/2848 (100%) -0.13 50 (1%) 67 49 53, 87, 195, 208 0
58 AB 119/119 (100%) 0.26 3(2%) 58 39 96, 140, 176, 197 0
58 BB 119/119 (100%) 0.58 6 (5%) 34 23 94, 139, 175, 197 0
All All 21494 /22422 (95%) 0.33 1295 (6%) 27 19 | 53, 114, 186, 209 0
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The worst 5 of 1295 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
32 BI 88 ILE 12.7
52 A5 2 ALA 11.2
32 Al 97 ILE 10.0
10 Bk 129 | SER 9.9
57 BA 277 C 9.7

6.2 Non-standard residues in protein, DNA, RNA chains (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
93 | A2M | Ax | 20 | 23/24 | 0.75 | 0.14 | 160,168,169,173 | 0
23 | OMG Ax 21 24/25 0.78 0.16 | 174,180,182,184 0
23 | OMU Bx 19 21/22 0.84 0.15 | 129,157,162,162 0
23 | OMG Bx 21 24/25 0.86 0.17 | 177,182,184,186 0
23 | A2M Bx 20 23/24 0.87 0.13 | 161,170,172,175 0
24 | 5MU Bv o4 21/22 0.88 0.12 | 121,125,138,138 0
24 SMU Av 54 21/22 0.89 0.12 | 139,140,144,145 0
23 | OMU Ax 19 21/22 0.90 0.11 | 133,158,162,164 0

6.3 Carbohydrates (i)

There are no oligosaccharides in this entry.

6.4 Ligands (i)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
median, 95" percentile and maximum values of B factors of atoms in the group. The column

labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG Aa 1727 1/1 -0.15 0.38 90,90,90,90 1
60 MG Ba 1728 1/1 -0.01 0.51 | 113,113,113,113 0
60 MG Ba 1647 1/1 0.01 0.32 | 148,148,148,148 0
60 MG Ba 1695 1/1 0.02 0.40 | 148,148,148,148 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG Bw 101 1/1 0.03 0.28 | 140,140,140,140 1
60 MG Ba 1713 1/1 0.05 0.43 | 105,105,105,105 0
60 MG Aa 1713 1/1 0.16 0.24 | 149,149,149,149 0
60 MG BA 3126 1/1 0.17 0.31 | 154,154,154,154 0
60 MG Aa 1736 1/1 0.19 0.17 | 126,126,126,126 0
60 MG AA 2954 1/1 0.25 0.28 | 103,103,103,103 0
60 MG BA 3191 1/1 0.25 0.35 | 116,116,116,116 0
60 MG AA 3260 1/1 0.33 0.33 | 104,104,104,104 0
60 | MG | Aa | 1714]| 1/1 0.35 | 0.34 | 11LIIL,111,111| 0
60 MG Ba 1625 1/1 0.37 0.50 | 113,113,113,113 0
60 | MG | BA |3088| 1/1 040 | 0.31 | 113,113,113,113 | 0
60 MG Ba | 1708 1/1 0.41 0.16 | 139,139,139,139 0
60 MG Aa | 1690 1/1 0.42 0.32 96,96,96,96 1
60 MG AA 3261 1/1 0.42 0.39 | 110,110,110,110 0
60 MG AA 3248 1/1 0.43 0.37 | 141,141,141,141 0
60 MG AA 3194 1/1 0.43 0.34 | 108,108,108,108 0
60 MG Ba 1645 1/1 0.43 0.35 89,89,89,89 0
60 | MG | BA |3258]| 1/1 043 | 0.34 | 110,110,110,110 | 0
60 MG Ba 1677 1/1 0.45 0.48 | 152,152,152,152 1
60 MG Aa 1622 1/1 0.45 0.22 | 101,101,101,101 0
60 | MG | BA |3162| 1/1 0.46 | 0.41 | 86,86,86,86 0
60 MG AA | 3249 1/1 0.46 0.43 | 109,109,109,109 0
60 MG Aa 1730 1/1 0.46 0.46 | 104,104,104,104 0
60 MG BA | 2965 1/1 0.47 0.26 74,74,74,74 0
60 MG Aa 1614 1/1 0.47 0.29 88,88,88,88 0
60 | MG | Ba | 1676]| 1/1 047 | 055 | 113,113,113,113 | 0
60 MG AA | 3086 1/1 0.47 0.28 94,94,94,94 0
60 MG Aa 1623 1/1 0.47 0.33 | 107,107,107,107 0
60 MG BA 2945 1/1 0.47 0.22 | 149,149,149,149 0
60 MG Ba 1715 1/1 0.48 0.25 | 121,121,121,121 0
60 MG Aa 1674 1/1 0.49 0.22 | 108,108,108,108 0
60 MG Ba 1613 1/1 0.49 0.28 | 101,101,101,101 0
60 MG AA | 3165 1/1 0.49 0.28 83,83,83,83 0
60 MG AA 3069 1/1 0.49 0.41 87,87,87,87 0
60 MG AA 3078 1/1 0.50 0.36 94,94,94,94 0
60 MG Ba 1646 1/1 0.50 0.56 | 122,122,122,122 0
60 MG AA 3207 1/1 0.50 0.28 | 122,122,122,122 0
60 MG Aa 1697 1/1 0.51 0.28 | 129,129,129,129 0
60 MG BA 3113 1/1 0.51 0.32 55,59,59,55 1
60 MG Ba | 1712 1/1 0.51 0.38 96,96,96,96 0
60 MG Aa 1681 1/1 0.51 0.24 86,86,86,86 0
60 MG BA 2953 1/1 0.51 0.31 | 100,100,100,100 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA 3149 1/1 0.51 0.45 | 109,109,109,109 0
60 MG Ba 1606 1/1 0.52 0.36 | 101,101,101,101 0
60 MG AA 2975 1/1 0.52 0.49 97,97,97.97 0
60 MG AA 3030 1/1 0.53 0.53 94,94,94,94 0
60 MG Ba 1723 1/1 0.53 0.28 89,89,89,89 0
60 MG BA 3131 1/1 0.53 0.25 89,89,89,89 0
60 MG BA 3182 1/1 0.54 0.25 | 140,140,140,140 0
60 MG Aa 1722 1/1 0.54 0.34 | 110,110,110,110 0
60 MG Ba 1678 1/1 0.54 0.26 | 131,131,131,131 0
60 | MG | Ba | 1699| 1/1 055 | 0.60 | 113,113,113,113 | 0
60 MG BA | 3119 1/1 0.55 0.23 79,79,79,79 0
60 MG Ba 1706 1/1 0.56 0.61 | 131,131,131,131 0
60 MG AA 3241 1/1 0.56 0.36 | 100,100,100,100 0
60 MG Aa | 1611 1/1 0.56 0.40 82,82,82,82 0
60 MG Ba 1648 1/1 0.56 0.38 | 145,145,145,145 0
60 MG AA 3115 1/1 0.56 0.27 | 108,108,108,108 0
60 MG Aa 1665 1/1 0.57 0.26 88,88,88,88 0
60 MG Ba 1688 1/1 0.57 0.33 90,90,90,90 1
60 MG Aa 1671 1/1 0.57 0.35 | 113,113,113,113 0
60 MG Aa 1606 1/1 0.57 0.31 | 105,105,105,105 0
60 MG Aw 101 1/1 0.57 0.15 95,95,95,95 1
60 MG AA 2946 1/1 0.57 0.13 | 116,116,116,116 0
60 MG Ba 1704 1/1 0.58 0.53 | 108,108,108,108 0
60 MG Ba 1725 1/1 0.58 0.40 72,72,72,72 1
60 | MG | Ba | 1680| 1/1 0.58 | 0.49 | 134,134,134,134 | 0
60 MG Bv 104 1/1 0.58 0.59 | 118,118,118,118 1
60 MG Aa 1725 1/1 0.58 0.33 88,88,88,88 0
60 MG Ba 1692 1/1 0.58 0.49 99,99,99,99 0
60 MG BA 2947 1/1 0.58 0.24 68,68,68,68 0
60 MG Ba 1636 1/1 0.58 0.53 91,91,91,91 0
60 MG BA 3204 1/1 0.58 0.34 92,92,92,92 0
60 MG AA 3264 1/1 0.58 0.24 | 101,101,101,101 0
60 MG Ba 1617 1/1 0.59 0.25 69,69,69,69 1
60 MG AA 3002 1/1 0.59 0.47 84,84,84,84 0
60 MG Ba 1660 1/1 0.59 0.32 | 127,127,127,127 0
60 MG Aa 1699 1/1 0.59 0.40 | 125,125,125,125 1
60 MG AA 3103 1/1 0.59 0.43 | 103,103,103,103 0
60 MG Aa 1641 1/1 0.59 0.37 87,87,87,87 0
60 MG AA 3036 1/1 0.60 0.48 99,99,99,99 0
60 MG AA | 3057 1/1 0.60 0.43 73,73,73,73 0
60 MG Aa 1678 1/1 0.60 0.42 | 111,111,111,111 1
60 MG AA 3111 1/1 0.60 0.28 91,91,91,91 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA | 3205 1/1 0.60 0.29 | 113,113,113,113 0
60 MG BA | 3071 1/1 0.60 0.56 | 113,113,113,113 0
60 MG BA | 3154 1/1 0.61 0.08 | 164,164,164,164 0
60 MG Aa 1744 1/1 0.61 0.34 | 114,114,114,114 0
60 MG AA | 3146 1/1 0.61 0.30 87,87,87,87 0
60 MG AB 202 1/1 0.61 0.43 | 103,103,103,103 0
60 MG AA | 2968 1/1 0.61 0.29 73,73,73,73 0
60 MG Aa 1618 1/1 0.61 0.22 73,73,73,73 1
60 MG Aa 1637 1/1 0.61 0.43 99,99,99,99 0
60 MG Aa 1734 1/1 0.62 0.39 | 125,125,125,125 0
60 MG Aa 1610 1/1 0.62 0.27 | 117,117,117,117 0
60 MG AA | 3134 1/1 0.62 0.21 98,98,98,98 0
60 MG Bm 202 1/1 0.62 0.38 97,97,97,97 0
60 MG BA | 3150 1/1 0.62 0.51 | 104,104,104,104 0
60 MG Ba 1605 1/1 0.62 0.34 99,99,99,99 0
60 MG Ba 1721 1/1 0.63 0.25 | 108,108,108,108 0
60 MG AX 101 1/1 0.63 0.37 96,96,96,96 1
60 MG AA | 3255 1/1 0.63 0.24 70,70,70,70 0
60 MG Aa 1654 1/1 0.64 0.19 93,93,93,93 0
60 MG Ba 1655 1/1 0.64 0.23 66,66,66,66 0
60 MG Ba 1700 1/1 0.64 0.29 | 113,113,113,113 0
60 MG AA | 3168 1/1 0.64 0.27 84,84,84,84 0
60 MG Am 201 1/1 0.64 0.33 88,88,88,88 0
60 MG Aa 1721 1/1 0.64 0.38 97,97,97,97 0
60 MG AA | 3268 1/1 0.64 0.39 | 102,102,102,102 0
60 MG AA ] 3090 1/1 0.64 0.35 86,86,86,86 0
60 MG Ba 1687 1/1 0.64 0.23 69,69,69,69 1
60 MG Aa 1633 1/1 0.64 0.32 71,71,71,71 0
60 MG BA | 3233 1/1 0.64 0.42 | 109,109,109,109 0
60 MG AA | 3150 1/1 0.64 0.24 81,81,81,81 0
60 MG BA | 3262 1/1 0.64 0.29 | 100,100,100,100 0
60 MG AA | 3211 1/1 0.65 0.20 97,97,97,97 0
60 MG Ba 1714 1/1 0.65 0.11 90,90,90,90 0
60 MG AA | 3262 1/1 0.65 0.33 94,94,94,94 0
60 MG AA ] 3219 1/1 0.65 0.30 94,94,94,94 0
60 MG AA | 3132 1/1 0.65 0.39 93,93,93,93 0
60 MG AA | 3038 1/1 0.65 0.39 95,95,95,95 0
60 MG AA | 3136 1/1 0.65 0.22 88,88,88,88 0
60 MG BA | 3231 1/1 0.65 0.32 | 105,105,105,105 0
60 MG Ba 1732 1/1 0.65 0.34 | 135,135,135,135 0
60 MG AA | 2925 1/1 0.65 0.30 92,92,92,92 0
60 MG Aa 1616 1/1 0.65 0.45 | 123,123,123,123 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG Ba 1664 1/1 0.66 0.24 88,88,88,88 0
60 MG AA | 3266 1/1 0.66 0.26 73,73,73,73 0
60 MG Ba 1737 1/1 0.66 0.14 | 101,101,101,101 0
60 MG BA | 3099 1/1 0.66 0.39 97,97,97,97 0
60 MG AA | 3210 1/1 0.66 0.39 99,99,99,99 0
60 MG AA | 3080 1/1 0.66 0.26 | 120,120,120,120 0
60 MG Ba 1621 1/1 0.66 0.27 84,84,84,84 0
60 MG AA | 3209 1/1 0.66 0.30 | 108,108,108,108 0
60 MG BA | 3138 1/1 0.66 0.13 61,61,61,61 0
60 MG AA | 3239 1/1 0.66 0.41 | 113,113,113,113 0
60 MG Ba 1616 1/1 0.67 0.21 99,99,99,99 0
60 MG Ba 1707 1/1 0.67 0.51 | 100,100,100,100 0
60 MG AA | 3187 1/1 0.67 0.31 98,98,98,98 0
60 MG AQ 201 1/1 0.67 0.34 | 105,105,105,105 0
60 MG AA 3164 1/1 0.67 0.24 81,81,81,81 0
60 MG Ba 1626 1/1 0.67 0.25 92,92,92,92 0
60 MG BA 2902 1/1 0.67 0.30 | 129,129,129,129 0
60 MG AA | 3208 1/1 0.67 0.28 72,72,72,72 0
60 MG AA | 2943 1/1 0.67 0.31 70T 0
60 | MG | Aa | 1664| 1/1 0.67 | 048 | 114,114,114,114 | 0
60 MG BA | 3074 1/1 0.68 0.38 97,97,97,97 0
60 MG AA | 3202 1/1 0.68 0.28 85,85,85,85 1
60 MG AA 3152 1/1 0.68 0.47 | 113,113,113,113 0
60 MG Aa 1689 1/1 0.68 0.16 57,57,57,57 1
60 MG AA | 3191 1/1 0.68 0.31 | 102,102,102,102 0
60 | MG | Ba | 1698 | 1/1 0.68 | 0.44 | 123,123,123,123 | 1
60 MG BA | 3209 1/1 0.68 0.12 | 107,107,107,107 0
60 MG AA | 3247 1/1 0.68 0.24 92,92,92,92 0
60 MG Ba 1734 1/1 0.68 0.15 | 138,138,138,138 0
60 MG BA | 3149 1/1 0.68 0.42 | 126,126,126,126 0
60 MG Av 104 1/1 0.68 0.37 88,88,88,88 1
60 MG AA 3240 1/1 0.69 0.31 | 104,104,104,104 0
60 MG BA | 3081 1/1 0.69 0.50 | 106,106,106,106 0
60 MG Ba 1738 1/1 0.69 0.34 70T 0
60 MG AA | 3102 1/1 0.69 0.35 92,92,92,92 0
60 MG BA | 3210 1/1 0.69 0.60 93,93,93,93 0
60 MG Ba 1635 1/1 0.69 0.50 86,86,86,86 0
60 MG BA | 3049 1/1 0.69 0.22 82,82,82,82 0
60 MG Ba 1736 1/1 0.69 0.35 88,88,88,88 0
60 MG BA | 3188 1/1 0.69 0.29 90,90,90,90 0
60 MG AA | 3091 1/1 0.70 0.46 | 104,104,104,104 0
60 MG AA | 3157 1/1 0.70 0.11 | 123,123,123,123 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA 3141 1/1 0.70 0.24 82,82,82,82 0
60 MG Ba 1711 1/1 0.70 0.12 | 117,117,117,117 0
60 MG BA 2901 1/1 0.70 0.34 | 122,122,122,122 0
60 MG BA 2958 1/1 0.70 0.43 | 100,100,100,100 0
60 MG Aq 201 1/1 0.71 0.31 91,91,91,91 0
60 MG AA 3162 1/1 0.71 0.27 | 126,126,126,126 0
60 MG AA 3258 1/1 0.71 0.27 | 103,103,103,103 0
60 MG AA 3029 1/1 0.71 0.28 74,74,74,74 0
60 MG AA 3243 1/1 0.71 0.46 | 117,117,117,117 0
60 MG Ba 1739 1/1 0.71 0.44 82,82,82,82 0
60 MG BA 3206 1/1 0.71 0.37 78,78,78,78 0
60 MG BA 3136 1/1 0.71 0.28 | 109,109,109,109 0
60 MG BA 3048 1/1 0.71 0.38 95,95,95,95 0
60 MG BA 3229 1/1 0.71 0.24 | 101,101,101,101 0
60 MG Bv 103 1/1 0.71 0.45 | 110,110,110,110 0
60 MG AA 3108 1/1 0.71 0.26 69,69,69,69 0
60 | MG | Aa | 1719] 1/1 071 | 027 | 92,92.92,92 0
60 MG Ba | 1672 1/1 0.71 0.34 | 106,106,106,106 0
60 MG Aa | 1723 1/1 0.72 0.35 98,98,98,98 0
60 | MG | Aa | 1686 | 1/1 072 | 029 | 74,74,74,74 0
60 MG BA | 3036 1/1 0.72 0.46 73,73,73,73 0
60 MG AA | 3203 1/1 0.72 0.30 79,79,79,79 0
60 MG AA 2931 1/1 0.72 0.36 63,63,63,63 0
60 MG AA 3166 1/1 0.72 0.32 94,94,94,94 0
60 MG BA 3072 1/1 0.72 0.34 75,75,75,75 0
60 MG AA 3040 1/1 0.72 0.25 82,82,82,82 0
60 MG AA 3007 1/1 0.72 0.24 83,83,83,83 0
60 MG BA | 3082 1/1 0.72 0.28 71,71,71,71 0
60 MG AA 2959 1/1 0.72 0.25 NN 0
60 MG BA 3259 1/1 0.72 0.35 99,99,99,99 0
60 MG Ba | 1717 1/1 0.72 0.43 99,99,99,99 0
60 MG Aa 1620 1/1 0.73 0.26 79,79,79,79 0
60 MG AA 3119 1/1 0.73 0.35 | 143,143,143,143 0
60 MG AA 3092 1/1 0.73 0.35 | 112,112,112,112 0
60 | MG | Ba | 1720 1/1 0.73 | 043 |123123,123123 | 0
60 MG BA 3190 1/1 0.73 0.35 98,98,98.,98 0
60 MG AA 3101 1/1 0.73 0.18 92,92,92,92 0
60 MG BA 2942 1/1 0.73 0.38 78,78,78,78 0
60 MG Aa 1656 1/1 0.73 0.14 67,67,67,67 0
60 MG AA 2967 1/1 0.73 0.55 96,96,96,96 0
60 MG AA 3257 1/1 0.73 0.25 75,75,75,75 0
60 MG AA 3185 1/1 0.73 0.16 95,95,95,95 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA 3212 1/1 0.73 0.33 79,79,79,79 0
60 MG AA 3218 1/1 0.73 0.35 | 104,104,104,104 0
60 MG AA | 3015 1/1 0.73 0.48 | 103,103,103,103 0
60 MG BA 3143 1/1 0.73 0.34 90,90,90,90 0
60 MG AA | 3109 1/1 0.73 0.42 73,73,73,73 0
60 MG Aa | 1617 1/1 0.73 0.15 66,66,66,66 0
60 MG Aa 1648 1/1 0.74 0.26 | 118,118,118,118 0
60 MG AA 3193 1/1 0.74 0.26 85,85,85,85 0
60 MG Aa 1742 1/1 0.74 0.30 91,91,91,91 0
60 MG AA 3122 1/1 0.74 0.26 | 101,101,101,101 0
60 MG AA 3215 1/1 0.74 0.48 89,89,89,89 0
60 MG BA 2946 1/1 0.74 0.11 74,74,74,74 0
60 MG Aa 1667 1/1 0.74 0.23 | 100,100,100,100 0
60 MG Ba 1702 1/1 0.74 0.52 | 110,110,110,110 0
60 MG Aa 1601 1/1 0.74 0.20 93,93,93.,93 0
60 | MG | BA |3234| 1/1 0.74 | 059 | 116,116,116,116 | 0
60 MG Ba 1684 1/1 0.74 0.28 76,76,76,76 0
60 MG BA 3034 1/1 0.74 0.35 78,78,78,78 0
60 MG AA 3081 1/1 0.74 0.14 89,89,89,89 0
60 MG BA 3264 1/1 0.74 0.30 68,68,68,68 0
60 MG BA 3265 1/1 0.74 0.41 | 104,104,104,104 0
60 MG BA 3183 1/1 0.75 0.15 67,67,67,67 0
60 MG AA 3048 1/1 0.75 0.23 69,69,69,69 0
60 MG BA | 3102 1/1 0.75 0.16 81,81,81,81 0
60 MG Aa 1705 1/1 0.75 0.55 50,50,50,50 1
60 | MG | BA |2970| 1/1 0.75 | 0.50 | 104,104,104,104 | 0
60 MG BA 3011 1/1 0.75 0.29 81,81,81,81 0
60 MG Aa 1706 1/1 0.75 0.23 91,91,91,91 0
60 MG BA 3208 1/1 0.75 0.42 97,97,97,97 0
60 | MG | BA |3135| 1/1 0.75 | 0.50 | 146,146,146,146 | 0
60 MG AA 3167 1/1 0.75 0.09 84,84,84,84 0
60 MG Ba | 1703 1/1 0.75 0.68 69,69,69,69 1
60 MG AA 3237 1/1 0.75 0.41 88,88,88,88 0
60 MG AA | 2970 1/1 0.75 0.16 67,67,67,67 0
60 MG Ba | 1686 1/1 0.75 0.20 79,79,79,79 0
60 MG BA 3239 1/1 0.75 0.24 88,88,88,88 0
60 MG AA 3169 1/1 0.75 0.24 78,78,78,78 0
60 MG Aa 1695 1/1 0.75 0.18 97,97,97,97 0
60 MG Aa 1677 1/1 0.75 0.37 82,82,82,82 0
60 MG BA 3167 1/1 0.75 0.21 74,74,74,74 0
60 MG Aa | 1672 1/1 0.75 0.20 7T 0
60 MG Aa 1688 1/1 0.76 0.22 72,72,72,72 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG Aa 1647 1/1 0.76 0.46 | 105,105,105,105 0
60 MG AA | 2980 1/1 0.76 0.42 97,97,97,97 0
60 MG AA | 2047 1/1 0.76 0.33 | 103,103,103,103 0
60 MG Aa 1735 1/1 0.76 0.25 80,80,80,80 1
60 MG Aa 1624 1/1 0.76 0.19 86,86,86,86 0
60 MG BA | 3129 1/1 0.76 0.30 75,75,75,75 0
60 MG AA | 3076 1/1 0.76 0.38 92,92,92,92 0
60 MG BA | 3255 1/1 0.76 0.40 74,74,74,74 0
60 MG Ba 1657 1/1 0.76 0.28 | 109,109,109,109 0
60 MG Aa 1651 1/1 0.76 0.47 84,84,84,84 0
60 MG Aa 1728 1/1 0.76 0.19 81,81,81,81 0
60 MG BA | 3084 1/1 0.76 0.30 64,64,64,64 0
60 MG BA | 3087 1/1 0.76 0.39 74,74,74,74 0
60 MG Ba 1658 1/1 0.77 0.20 84,84,84,84 0
60 MG Ba 1693 1/1 0.77 0.11 | 108,108,108,108 0
60 MG BA | 3200 1/1 0.77 0.57 98,98,98,98 0
60 MG Aa 1692 1/1 0.77 0.22 62,62,62,62 0
60 MG AA | 3267 1/1 0.77 0.30 89,89,89,89 0
60 MG BA | 3063 1/1 0.77 0.14 99,59,59,59 0
60 MG BA | 3207 1/1 0.77 0.18 90,90,90,90 0
60 MG Ba 1718 1/1 0.77 0.15 75,75,75,75 0
60 MG AA | 3254 1/1 0.77 0.32 84,84,84,84 0
60 MG AA | 3053 1/1 0.77 0.15 79,79,79,79 0
60 MG AA ] 2999 1/1 0.77 0.25 61,61,61,61 0
60 MG Aa 1676 1/1 0.77 0.12 | 120,120,120,120 0
60 MG AA | 3138 1/1 0.77 0.29 | 115,115,115,115 0
60 MG Ba 1682 1/1 0.77 0.49 | 113,113,113,113 0
60 MG Ba 1609 1/1 0.77 0.30 | 104,104,104,104 0
60 MG AA | 3075 1/1 0.77 0.27 | 104,104,104,104 0
60 MG BA | 3177 1/1 0.77 0.41 66,66,66,66 0
60 MG BA | 3180 1/1 0.77 0.23 92,92,92,92 0
60 MG BA | 3261 1/1 0.77 0.28 95,95,95,95 0
60 MG AA | 2939 1/1 0.77 0.17 53,53,53,53 0
60 MG Aa 1733 1/1 0.77 0.24 79,79,79,79 0
60 MG BA | 3118 1/1 0.77 0.22 82,82,82,82 0
60 MG AA ] 2995 1/1 0.78 0.22 82,82,82,82 0
60 MG Aa 1715 1/1 0.78 0.10 84,84,84,84 0
60 MG AA | 3112 1/1 0.78 0.50 | 114,114,114,114 0
60 MG Aa 1687 1/1 0.78 0.12 51,51,51,51 1
60 MG Aa 1663 1/1 0.78 0.26 68,68,68,68 0
60 MG Aa 1626 1/1 0.78 0.37 85,85,85,85 0
60 MG AA | 2956 1/1 0.78 0.34 | 111,111,111,111 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3182 1/1 0.78 0.11 82,82,82,82 0
60 MG Ba 1694 1/1 0.78 0.27 | 112,112,112,112 0
60 MG AA | 3227 1/1 0.78 0.34 | 110,110,110,110 0
60 MG Ba 1697 1/1 0.78 0.19 98,98,98,98 1
60 MG BA | 2998 1/1 0.78 0.38 59,59,59,59 0
60 MG AA | 2957 1/1 0.78 0.18 83,83,83,83 0
60 MG Ba 1730 1/1 0.78 0.33 64,64,64,64 0
60 MG Aa 1680 1/1 0.78 0.18 | 115,115,115,115 0
60 MG Ba 1733 1/1 0.78 0.14 | 100,100,100,100 1
60 MG AA ] 2902 1/1 0.78 0.29 | 131,131,131,131 0
60 MG BA | 3245 1/1 0.78 0.22 80,80,80,80 0
60 MG BA | 3053 1/1 0.78 0.41 70,70,70,70 0
60 MG AA | 2903 1/1 0.78 0.18 98,98,98,98 0
60 MG Aa 1640 1/1 0.78 0.29 82,82,82,82 0
60 MG BA | 3260 1/1 0.78 0.17 93,93,93,93 0
60 MG Aa 1658 1/1 0.78 0.23 | 105,105,105,105 0
60 MG Aa 1743 1/1 0.78 0.38 80,80,80,80 0
60 MG AA | 3204 1/1 0.78 0.17 84,84,84,84 0
60 MG AA | 3062 1/1 0.78 0.23 62,62,62,62 0
60 MG AA | 3087 1/1 0.79 0.33 81,81,81,81 0
60 MG BA | 3147 1/1 0.79 0.24 67,67,67,67 0
60 MG BA | 3235 1/1 0.79 0.42 90,90,90,90 0
60 MG BX 101 1/1 0.79 0.21 59,59,59,59 1
60 MG AA ] 2928 1/1 0.79 0.47 89,89,89,89 0
60 MG AA | 2940 1/1 0.79 0.56 | 102,102,102,102 0
60 MG BA | 3076 1/1 0.79 0.16 91,91,91,91 0
60 MG AA | 3129 1/1 0.79 0.17 | 112,112,112,112 0
60 MG BA | 2944 1/1 0.79 0.10 86,86,86,86 0
60 MG AA | 2942 1/1 0.79 0.19 65,65,65,65 0
60 MG AA | 3093 1/1 0.79 0.25 73,73,73,73 0
60 MG Ba 1634 1/1 0.79 0.22 83,83,83,83 0
60 MG Aa 1741 1/1 0.79 0.41 88,88,88,88 0
60 MG Aa 1704 1/1 0.80 0.36 86,86,86,86 0
60 MG BA | 3091 1/1 0.80 0.35 66,66,66,66 0
60 MG Aa 1636 1/1 0.80 0.39 62,62,62,62 0
60 MG AA ] 2929 1/1 0.80 0.26 68,68,68,68 0
60 MG BA | 3201 1/1 0.80 0.25 62,62,62,62 0
60 MG Ba 1610 1/1 0.80 0.27 87,87,87,87 0
60 MG Ba 1612 1/1 0.80 0.21 | 100,100,100,100 0
60 MG Ba 1663 1/1 0.80 0.26 86,86,86,86 0
60 MG AA | 2982 1/1 0.80 0.39 83,83,83,83 0
60 MG Ba 1668 1/1 0.80 0.33 80,80,80,80 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3226 1/1 0.80 0.27 91,91,91,91 0
60 MG BA | 3134 1/1 0.80 0.31 98,98,98,98 0
60 MG BA | 3219 1/1 0.80 0.35 88,88,88,88 0
60 MG AA | 2944 1/1 0.80 0.41 82,82,82,82 0
60 MG AA | 3232 1/1 0.80 0.29 70,70,70,70 0
60 MG AA | 2961 1/1 0.80 0.43 99,99,99,99 0
60 MG Ba 1740 1/1 0.80 0.34 93,93,93,93 0
60 MG Ba 1741 1/1 0.80 0.36 81,81,81,81 0
60 MG AA | 3135 1/1 0.80 0.45 89,89,89,89 0
60 MG AA | 3001 1/1 0.80 0.28 68,68,68,68 0
60 MG BA | 3253 1/1 0.80 0.24 72,72,72,72 0
60 MG Bv 105 1/1 0.80 0.33 95,95,95,95 1
60 MG AA | 3052 1/1 0.80 0.37 98,98,98,98 0
60 MG AA | 3144 1/1 0.80 0.23 85,85,85,85 0
60 MG Ba 1642 1/1 0.80 0.29 83,83,83,83 0
60 MG Aa 1679 1/1 0.80 0.32 | 131,131,131,131 0
60 MG Aa 1694 1/1 0.80 0.44 | 107,107,107,107 0
60 MG BA | 3086 1/1 0.80 0.29 65,65,65,65 0
60 MG Ba 1601 1/1 0.80 0.24 70T 0
60 MG AA | 3077 1/1 0.81 0.37 60,60,60,60 0
60 MG Aa 1602 1/1 0.81 0.26 | 108,108,108,108 0
60 MG Aa 1737 1/1 0.81 0.21 | 107,107,107,107 0
60 MG AA | 2923 1/1 0.81 0.31 75,75,75,75 0
60 MG Ba 1653 1/1 0.81 0.15 91,91,91,91 0
60 MG AA | 3058 1/1 0.81 0.41 54,54,54,54 0
60 MG BA | 3065 1/1 0.81 0.39 66,66,66,66 0
60 MG AA | 3037 1/1 0.81 0.25 52,52,52,52 0
60 MG AA ] 3230 1/1 0.81 0.42 94,94,94,94 0
60 MG Aa 1642 1/1 0.81 0.37 | 102,102,102,102 0
60 MG AA | 3233 1/1 0.81 0.24 90,90,90,90 0
60 MG Av 102 1/1 0.81 0.12 | 107,107,107,107 0
60 MG AA | 3140 1/1 0.81 0.26 | 107,107,107,107 0
60 MG AA | 2988 1/1 0.81 0.31 89,89,89,89 0
60 MG BA | 3155 1/1 0.81 0.11 70T 1
60 MG BA | 2951 1/1 0.81 0.50 90,90,90,90 0
60 MG AA | 3116 1/1 0.81 0.26 39,39,39,39 1
60 MG AB 201 1/1 0.81 0.22 69,69,69,69 0
60 MG AA | 3175 1/1 0.81 0.29 54,54,54,54 0
60 MG Ba 1640 1/1 0.81 0.39 | 105,105,105,105 0
60 MG Ba 1641 1/1 0.81 0.32 92,92,92,92 0
60 MG BA | 3106 1/1 0.81 0.21 58,58,58,58 0
60 MG AA | 3148 1/1 0.81 0.36 72,72,72,72 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA | 3116 1/1 0.81 0.31 99,99,99,99 0
60 MG BA | 3031 1/1 0.81 0.26 46,46,46,46 0
60 MG AA | 3011 1/1 0.82 0.22 55,55,55,55 0
60 MG BA | 3202 1/1 0.82 0.15 65,65,65,65 0
60 MG AA | 2034 1/1 0.82 0.32 53,53,53,53 1
60 MG AA | 3265 1/1 0.82 0.42 83,83,83,83 0
60 MG BO 101 1/1 0.82 0.41 | 104,104,104,104 0
60 MG AA | 3113 1/1 0.82 0.32 55,55,55,55 0
60 MG Aa 1645 1/1 0.82 0.32 83,83,83,83 0
60 MG Ba 1627 1/1 0.82 0.21 71,71,71,71 0
60 MG Ba 1726 1/1 0.82 0.25 65,65,65,65 0
60 MG BA | 3211 1/1 0.82 0.28 81,81,81,81 0
60 MG BA | 3216 1/1 0.82 0.25 89,89,89,89 0
60 MG Aa 1717 1/1 0.82 0.25 90,90,90,90 0
60 MG BA | 3146 1/1 0.82 0.21 | 112,112,112,112 0
60 MG AA | 3176 1/1 0.82 0.21 84,84,84,84 0
60 MG Ba 1673 1/1 0.82 0.10 83,83,83,83 0
60 MG AA | 3179 1/1 0.82 0.31 76,76,76,76 0
60 MG AA | 3096 1/1 0.82 0.39 | 109,109,109,109 0
60 MG BA | 3238 1/1 0.82 0.19 89,89,89,89 0
60 MG AA | 3099 1/1 0.82 0.55 78,78,78,78 0
60 MG AA ] 3035 1/1 0.82 0.26 74,74,74,74 0
60 MG BA | 3252 1/1 0.82 0.26 72,72,72,72 0
60 MG AA | 3188 1/1 0.82 0.22 91,91,91,91 0
60 MG BA | 2985 1/1 0.82 0.22 64,64,64,64 0
60 MG AA | 2909 1/1 0.82 0.27 46,46,46,46 0
60 MG AA | 3085 1/1 0.82 0.39 86,86,86,86 0
60 MG AA | 3004 1/1 0.82 0.13 84,84,84,84 0
60 MG Aa 1698 1/1 0.82 0.33 86,86,86,86 0
60 MG BA | 3117 1/1 0.82 0.42 | 106,106,106,106 0
60 MG Ba 1690 1/1 0.82 0.26 67,67,67,67 0
60 MG BA | 3047 1/1 0.82 0.24 57,57,57,57 0
60 MG BA | 2921 1/1 0.83 0.28 70T 0
60 MG BA | 3168 1/1 0.83 0.18 87,87,87,87 0
60 MG BA | 3174 1/1 0.83 0.43 63,63,63,63 0
60 MG BA | 2923 1/1 0.83 0.21 60,60,60,60 0
60 MG BA | 2926 1/1 0.83 0.23 58,58,58,58 0
60 MG BA | 2931 1/1 0.83 0.34 52,52,52,52 0
60 MG BA | 2937 1/1 0.83 0.13 70,70,70,70 0
60 MG BA | 2938 1/1 0.83 0.77 | 104,104,104,104 0
60 MG AA ] 3223 1/1 0.83 0.28 75,75,75,75 0
60 MG BA | 2943 1/1 0.83 0.26 79,79,79,79 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3089 1/1 0.83 0.23 74,74,74,74 0
60 MG AA | 3196 1/1 0.83 0.26 59,59,59,59 0
60 MG AA | 3200 1/1 0.83 0.29 82,82,82,82 0
60 MG Aa 1643 1/1 0.83 0.17 | 117,117,117,117 0
60 MG Ba 1667 1/1 0.83 0.20 91,91,91,91 0
60 MG BA | 2952 1/1 0.83 0.14 87,87,87,87 0
60 MG AA | 3173 1/1 0.83 0.13 72,72,72,72 0
60 MG BA | 2956 1/1 0.83 0.24 89,89,89,89 0
60 MG Aa 1720 1/1 0.83 0.26 90,90,90,90 0
60 MG BA | 2962 1/1 0.83 0.23 71,71,71,71 0
60 MG Ba 1631 1/1 0.83 0.31 | 101,101,101,101 0
60 MG AA | 3206 1/1 0.83 0.22 75,75,75,75 0
60 MG BA | 3127 1/1 0.83 0.33 38,38,38,38 0
60 MG AA | 3151 1/1 0.83 0.15 88,88,88,88 0
60 MG AA | 3079 1/1 0.83 0.19 95,95,95,95 0
60 MG AA | 3242 1/1 0.83 0.37 78,78,78,78 0
60 MG BA | 3023 1/1 0.83 0.34 54,54,54,54 0
60 MG BA | 3026 1/1 0.83 0.27 59,59,59,59 0
60 MG BA | 3236 1/1 0.83 0.12 64,64,64,64 0
60 MG BA | 3237 1/1 0.83 0.40 98,98,98,98 0
60 MG AA | 3064 1/1 0.83 0.19 59,59,59,59 0
60 MG AA | 3183 1/1 0.83 0.16 79,79,79,79 0
60 MG AA | 3065 1/1 0.83 0.33 82,82,82,82 0
60 MG BA | 3251 1/1 0.83 0.35 78,78,78,78 0
60 MG BA | 3044 1/1 0.83 0.24 52,52,52,52 0
60 MG AA | 3114 1/1 0.83 0.30 84,84,84,84 0
60 MG BA | 3148 1/1 0.83 0.16 82,82,82,82 0
60 MG AA | 3012 1/1 0.83 0.33 46,46,46,46 0
60 MG Aa 1652 1/1 0.83 0.43 91,91,91,91 0
60 MG BA | 3152 1/1 0.83 0.39 92,92,92,92 0
60 MG Ba 1719 1/1 0.83 0.35 85,85,85,85 0
60 MG Ba 1611 1/1 0.83 0.17 81,81,81,81 0
60 MG Aa 1693 1/1 0.83 0.39 65,65,65,65 0
60 MG BA | 3163 1/1 0.83 0.29 87,87,87,87 0
60 MG Ba 1661 1/1 0.84 0.27 98,98,98,98 0
60 MG Aa 1657 1/1 0.84 0.25 93,93,93,93 0
60 MG BA | 3222 1/1 0.84 0.27 | 109,109,109,109 0
60 MG AA | 3131 1/1 0.84 0.16 75,75,75,75 0
60 MG Ba 1709 1/1 0.84 0.15 63,63,63,63 0
60 MG Aa 1739 1/1 0.84 0.33 | 100,100,100,100 0
60 MG BA | 3179 1/1 0.84 0.32 90,90,90,90 0
60 MG AA | 3238 1/1 0.84 0.31 74,74,74,74 0

Continued on next page...



Page 97

wwPDB X-ray Structure Validation Summary Report

4vVTJ

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA | 2959 1/1 0.84 0.20 62,62,62,62 0
60 MG AF 301 1/1 0.84 0.18 87,87,87,87 0
60 MG Ba 1622 1/1 0.84 0.26 88,88,88,88 0
60 MG BA | 2927 1/1 0.84 0.24 45,45,45,45 0
60 MG BA | 3243 1/1 0.84 0.39 75,75,75,75 0
60 MG Ba 1623 1/1 0.84 0.11 75,75,75,75 0
60 MG BA | 2932 1/1 0.84 0.40 87,87,87,87 0
60 MG BA | 2934 1/1 0.84 0.42 65,65,65,65 1
60 MG Ba 1716 1/1 0.84 0.44 | 102,102,102,102 0
60 MG Aa 1604 1/1 0.84 0.09 82,82,82,82 0
60 MG Aa 1605 1/1 0.84 0.14 70,70,70,70 0
60 MG Aa 1724 1/1 0.84 0.09 | 100,100,100,100 0
60 MG Aa 1707 1/1 0.84 0.39 79,79,79,79 0
60 MG BA | 3043 1/1 0.84 0.28 49,49,49,49 0
60 MG BA | 3108 1/1 0.84 0.17 71,71,71,71 0
60 MG AA | 3229 1/1 0.84 0.25 87,87,87,87 0
60 MG Aa 1703 1/1 0.84 0.20 70,70,70,70 0
60 MG Ba 1608 1/1 0.85 0.13 91,91,91,91 0
60 MG AA | 2963 1/1 0.85 0.33 65,65,65,65 0
60 MG Ba 1644 1/1 0.85 0.33 | 109,109,109,109 0
60 MG AA | 3224 1/1 0.85 0.54 86,86,86,86 0
60 MG AA | 3084 1/1 0.85 0.23 84,84,84,84 0
60 MG Aa 1700 1/1 0.85 0.19 84,84,84,84 1
60 MG AA | 3005 1/1 0.85 0.23 64,64,64,64 0
60 MG AA | 2986 1/1 0.85 0.21 86,86,86,86 0
60 MG BA | 3098 1/1 0.85 0.28 70T 0
60 MG AA | 3088 1/1 0.85 0.19 64,64,64,64 0
60 MG BA | 3226 1/1 0.85 0.22 50,50,50,50 0
60 MG AA ] 3039 1/1 0.85 0.23 50,50,50,50 0
60 MG AA | 3142 1/1 0.85 0.10 65,65,65,65 0
60 MG BA | 3164 1/1 0.85 0.31 78,78,78,78 0
60 MG BA | 3165 1/1 0.85 0.26 73,73,73,73 0
60 MG Ba 1696 1/1 0.85 0.31 99,99,99,99 0
60 MG BA | 3111 1/1 0.85 0.41 99,99,99,99 0
60 MG BA | 3170 1/1 0.85 0.10 58,58,58,58 0
60 MG AA | 2987 1/1 0.85 0.29 41,41,41,41 0
60 MG BA | 3175 1/1 0.85 0.26 91,91,91,91 0
60 MG Aa 1669 1/1 0.85 0.22 71,71,71,71 0
60 MG AA | 3147 1/1 0.85 0.36 66,66,66,66 0
60 MG AA | 3050 1/1 0.85 0.27 87,87,87,87 0
60 MG Ba 1629 1/1 0.85 0.26 69,69,69,69 0
60 MG Aa 1646 1/1 0.85 0.29 81,81,81,81 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3118 1/1 0.85 0.28 59,59,59,59 0
60 MG BA | 3256 1/1 0.85 0.27 84,84,84,84 0
60 MG BA | 3189 1/1 0.85 0.44 62,62,62,62 0
60 MG Ba 1705 1/1 0.85 0.31 80,80,80,80 0
60 MG AA | 3094 1/1 0.85 0.25 65,65,65,65 0
60 MG AA | 2962 1/1 0.85 0.20 53,53,53,53 0
60 MG Ba 1639 1/1 0.85 0.24 68,68,68,68 0
60 MG AA | 2976 1/1 0.85 0.25 85,85,85,85 0
60 MG Ba 1679 1/1 0.85 0.28 67,67,67,67 0
60 MG BA | 3073 1/1 0.86 0.28 54,54,54,54 0
60 MG BA | 3144 1/1 0.86 0.26 59,59,59,59 0
60 MG BA | 2963 1/1 0.86 0.48 91,91,91,91 0
60 MG Aa 1668 1/1 0.86 0.33 84,84,84,84 0
60 MG Aa 1630 1/1 0.86 0.33 89,89,89,89 0
60 MG BA | 2972 1/1 0.86 0.29 79,79,79,79 0
60 MG BA | 2976 1/1 0.86 0.45 93,93,93,93 0
60 MG AA | 2952 1/1 0.86 0.25 81,81,81,81 0
60 MG BA | 2990 1/1 0.86 0.32 56,56,56,56 0
60 MG BA | 3221 1/1 0.86 0.27 66,66,66,66 0
60 MG Aa 1738 1/1 0.86 0.22 78,78,78,78 0
60 MG BA | 3225 1/1 0.86 0.28 99,99,99,99 0
60 MG BA | 2999 1/1 0.86 0.23 41,41,41,41 0
60 MG Aa 1670 1/1 0.86 0.25 70,70,70,70 0
60 MG BA | 3018 1/1 0.86 0.26 51,51,51,51 0
60 MG Aa 1716 1/1 0.86 0.08 79,79,79,79 0
60 MG AA | 3105 1/1 0.86 0.57 92,92,92,92 0
60 MG AA | 3027 1/1 0.86 0.29 57,57,57,57 0
60 MG BA | 3033 1/1 0.86 0.22 42,42.42 42 0
60 MG Ba 1670 1/1 0.86 0.19 | 132,132,132,132 0
60 MG Ba 1643 1/1 0.86 0.26 95,95,95,95 0
60 MG BA | 3038 1/1 0.86 0.23 52,52,52,52 0
60 MG BA | 3178 1/1 0.86 0.30 71,71,71,71 0
60 MG Aa 1655 1/1 0.86 0.35 88,88,88,88 0
59 ZN B4 101 1/1 0.86 0.09 | 203,203,203,203 0
60 MG AA | 3031 1/1 0.86 0.20 56,56,56,56 0
60 MG Ba 1701 1/1 0.86 0.26 71,71,71,71 0
60 MG BA | 3185 1/1 0.86 0.16 66,66,66,66 0
60 MG Bq 201 1/1 0.86 0.29 | 116,116,116,116 0
60 MG BA | 3130 1/1 0.86 0.37 63,63,63,63 0
60 MG AA | 3033 1/1 0.86 0.32 68,68,68,68 0
60 MG BA | 3058 1/1 0.86 0.22 60,60,60,60 0
60 MG Ba 1652 1/1 0.86 0.36 80,80,80,80 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3137 1/1 0.86 0.33 95,95,95,95 0
60 MG AA | 3186 1/1 0.86 0.13 74,74,74,74 0
60 MG BA | 2925 1/1 0.86 0.09 82,82,82,82 0
60 MG AA ] 2908 1/1 0.87 0.15 93,53,53,53 0
60 MG BA | 3184 1/1 0.87 0.24 83,83,83,83 0
60 MG BA | 2981 1/1 0.87 0.29 45,45,45,45 0
60 MG BA | 3186 1/1 0.87 0.14 70,70,70,70 0
60 MG Ba 1618 1/1 0.87 0.29 56,56,56,56 0
60 MG AA | 3067 1/1 0.87 0.16 66,66,66,66 0
60 MG AA | 2978 1/1 0.87 0.39 | 100,100,100,100 0
60 MG BO 102 1/1 0.87 0.18 T 0
60 MG Aa 1682 1/1 0.87 0.33 97,97,97,97 0
60 MG Ba 1710 1/1 0.87 0.13 81,81,81,81 0
60 MG BA | 3022 1/1 0.87 0.19 33,33,33,33 0
60 MG BA | 2907 1/1 0.87 0.24 51,51,51,51 0
60 MG BA | 3125 1/1 0.87 0.19 68,68,68,68 0
60 MG AA | 2948 1/1 0.87 0.18 80,80,80,80 0
60 MG AA | 3213 1/1 0.87 0.36 98,98,98,98 0
60 MG Aa 1661 1/1 0.87 0.21 91,91,91,91 0
60 MG AA | 3216 1/1 0.87 0.21 74,74,74,74 0
60 MG AA | 3178 1/1 0.87 0.42 86,86,86,86 0
60 MG BA | 3133 1/1 0.87 0.10 83,83,83,83 0
60 MG Ba 1632 1/1 0.87 0.14 81,81,81,81 0
60 MG BA | 3039 1/1 0.87 0.15 44,44,44 44 0
60 MG AA | 3263 1/1 0.87 0.20 94,94,94,94 0
60 MG Aa 1662 1/1 0.87 0.26 76,76,76,76 0
60 MG BA | 3224 1/1 0.87 0.19 89,89,89,89 0
60 MG AA | 3220 1/1 0.87 0.24 A7.47 47,47 0
60 MG AA | 2955 1/1 0.87 0.19 60,60,60,60 0
60 MG AA | 3143 1/1 0.87 0.39 72,72,72,72 0
60 MG AA ] 3225 1/1 0.87 0.14 71,71,71,71 0
60 MG Ba 1689 1/1 0.87 0.35 82,82,82,82 0
60 MG Aa 1696 1/1 0.87 0.17 93,93,93,93 0
60 MG Aa 1639 1/1 0.87 0.30 83,83,83,83 0
60 MG Aa 1710 1/1 0.87 0.07 | 128,128,128,128 0
60 MG BA | 2948 1/1 0.87 0.48 93,93,93,93 0
60 MG AA | 3047 1/1 0.87 0.26 62,62,62,62 0
60 MG Aa 1711 1/1 0.87 0.19 61,61,61,61 0
60 MG Aa 1635 1/1 0.87 0.13 61,61,61,61 0
60 MG BA | 3077 1/1 0.87 0.18 69,69,69,69 0
60 MG BA | 3246 1/1 0.87 0.33 | 107,107,107,107 0
60 MG BA | 3247 1/1 0.87 0.23 99,99,99,99 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA | 3080 1/1 0.87 0.21 79,79,79,79 0
60 MG Aa 1609 1/1 0.87 0.09 82,82,82,82 0
60 MG AA | 2901 1/1 0.87 0.10 70T 0
60 MG AA | 3156 1/1 0.87 0.27 83,83,83,83 0
60 MG Aa 1740 1/1 0.87 0.26 65,65,65,65 0
60 MG Aa 1607 1/1 0.87 0.27 95,95,95,95 0
60 MG AA | 2971 1/1 0.87 0.08 70T 0
60 MG BA | 3090 1/1 0.87 0.16 A47.47,47.47 0
60 MG AA ] 3130 1/1 0.87 0.31 42,42.42 42 0
60 MG BA | 3092 1/1 0.87 0.21 83,83,83,83 0
60 MG BA | 3097 1/1 0.87 0.15 65,65,65,65 0
60 MG AA | 2945 1/1 0.87 0.11 73,73,73,73 0
60 MG Ba 1649 1/1 0.88 0.17 52,52,52,52 0
60 MG BA | 2978 1/1 0.88 0.26 72,72,72,72 0
60 MG Aa 1619 1/1 0.88 0.31 62,62,62,62 0
60 MG AA | 3198 1/1 0.88 0.24 73,73,73,73 0
60 MG BD 301 1/1 0.88 0.25 39,39,39,39 0
60 MG AA ] 2926 1/1 0.88 0.29 62,62,62,62 0
60 MG AA | 3125 1/1 0.88 0.23 49,49,49,49 0
60 MG BA | 3004 1/1 0.88 0.26 45,45,45,45 0
60 MG BA | 3007 1/1 0.88 0.19 56,56,56,56 0
60 MG Aa 1632 1/1 0.88 0.40 86,86,86,86 0
60 MG BA | 3112 1/1 0.88 0.07 81,81,81,81 0
60 MG BA | 3014 1/1 0.88 0.20 38,38,38,38 0
60 MG AA | 2907 1/1 0.88 0.20 58,58,58,58 0
60 MG BA | 3019 1/1 0.88 0.25 72,72,72,72 0
60 MG Ba 1615 1/1 0.88 0.31 86,86,86,86 0
60 MG AA | 2964 1/1 0.88 0.31 76,76,76,76 0
60 MG AA | 3245 1/1 0.88 0.39 71,71,71,71 0
60 MG BA | 3027 1/1 0.88 0.23 53,53,53,53 0
60 MG AA | 3095 1/1 0.88 0.24 67,67,67,67 0
60 MG Ba 1620 1/1 0.88 0.15 | 102,102,102,102 0
60 MG AA | 3070 1/1 0.88 0.20 47.47,47.47 0
60 MG AA | 3073 1/1 0.88 0.36 84,84,84,84 0
60 MG AA | 2991 1/1 0.88 0.23 62,62,62,62 0
60 MG AA | 3171 1/1 0.88 0.23 68,68,68,68 0
60 MG Aa 1644 1/1 0.88 0.37 | 100,100,100,100 0
60 MG AT 101 1/1 0.88 0.20 73,73,73,73 0
60 MG Ba 1628 1/1 0.88 0.23 79,79,79,79 0
60 MG AA | 3139 1/1 0.88 0.18 90,90,90,90 0
60 MG AA | 3177 1/1 0.88 0.32 54,54,54,54 0
60 MG BA | 3230 1/1 0.88 0.21 61,61,61,61 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG Ba 1683 1/1 0.88 0.11 93,93,93,93 0
60 MG AA | 3217 1/1 0.88 0.40 70,70,70,70 0
60 MG BA | 3061 1/1 0.88 0.15 64,64,64,64 0
60 MG Ba 1685 1/1 0.88 0.21 42,42,42 42 1
60 MG AA | 2935 1/1 0.88 0.39 90,90,90,90 0
60 MG AA | 3141 1/1 0.88 0.11 54,54,54,54 0
60 MG BA | 3151 1/1 0.88 0.34 | 105,105,105,105 0
60 MG AA | 2938 1/1 0.88 0.51 95,95,95,95 0
60 MG BA | 3242 1/1 0.88 0.39 73,73,73,73 0
60 MG AA | 3003 1/1 0.88 0.23 43,43,43,43 0
60 MG AA | 3184 1/1 0.88 0.35 69,69,69,69 0
60 MG BA | 3075 1/1 0.88 0.20 56,56,56,56 0
60 MG AA | 2972 1/1 0.88 0.28 75,75,75,75 0
60 MG AA | 2974 1/1 0.88 0.51 85,85,85,85 0
60 MG BA | 3079 1/1 0.88 0.21 79,79,79,79 0
60 MG AA | 2911 1/1 0.88 0.35 39,39,39,39 0
60 MG AA | 3228 1/1 0.88 0.13 57,57,57,57 0
60 MG AA | 2917 1/1 0.88 0.32 99,99,99,99 0
60 MG BA | 3173 1/1 0.88 0.33 91,91,91,91 0
60 MG AA | 2977 1/1 0.88 0.31 69,69,69,69 0
60 MG Aa 1613 1/1 0.88 0.13 85,85,85,85 0
60 MG BA | 3176 1/1 0.88 0.24 66,66,66,66 0
60 MG AA | 3016 1/1 0.88 0.69 82,82,82,82 0
60 MG BA | 3263 1/1 0.88 0.27 66,66,66,66 0
60 MG BA | 2975 1/1 0.88 0.30 93,93,93,93 0
60 MG BA | 3089 1/1 0.88 0.18 61,61,61,61 0
60 MG AA | 3256 1/1 0.89 0.33 74,74,74,74 0
60 MG BA | 3197 1/1 0.89 0.18 58,58,58,58 0
60 MG BA | 3128 1/1 0.89 0.15 40,40,40,40 0
60 MG AA | 3145 1/1 0.89 0.28 68,68,68,68 0
60 MG Aa 1660 1/1 0.89 0.34 88,88,88,88 0
60 MG AA | 2958 1/1 0.89 0.25 70T 0
60 MG BA | 3132 1/1 0.89 0.38 73,73,73,73 0
60 MG Ba 1742 1/1 0.89 0.20 | 105,105,105,105 0
60 MG BA | 3066 1/1 0.89 0.17 28,28,28,28 0
60 MG BA | 3070 1/1 0.89 0.31 96,96,96,96 0
60 MG AA | 2979 1/1 0.89 0.29 71,71,71,71 0
60 MG AA ] 2904 1/1 0.89 0.10 | 142,142/142/142 0
60 MG AA | 3063 1/1 0.89 0.28 47.47,47.47 0
60 MG Aa 1603 1/1 0.89 0.22 | 112,112,112,112 1
60 MG Aa 1732 1/1 0.89 0.27 58,58,58,58 0
60 MG AA | 3155 1/1 0.89 0.35 72,72,72,72 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3126 1/1 0.89 0.40 49,49,49.,49 0
60 MG Aa 1701 1/1 0.89 0.30 96,96,96,96 0
60 MG BA | 2986 1/1 0.89 0.27 42,42,42 42 0
60 MG Ba 1633 1/1 0.89 0.27 71,71,71,71 0
60 MG AA | 3231 1/1 0.89 0.29 | 107,107,107,107 0
60 MG AT 102 1/1 0.89 0.24 98,98,98,98 0
60 MG Bm 201 1/1 0.89 0.25 | 103,103,103,103 0
60 MG BA | 3232 1/1 0.89 0.10 82,82,82,82 0
60 MG AA | 2966 1/1 0.89 0.28 74,74,74,74 0
60 MG Aa 1685 1/1 0.89 0.13 85,85,85,85 0
60 MG AA | 3133 1/1 0.89 0.43 78,78,78,78 0
60 MG AA | 3097 1/1 0.89 0.35 69,69,69,69 0
60 MG AA | 2950 1/1 0.89 0.18 59,59,59,59 0
60 MG BA | 3166 1/1 0.89 0.22 54,54,54,54 0
60 MG AA | 2951 1/1 0.89 0.11 61,61,61,61 0
60 MG BA | 3093 1/1 0.89 0.27 71,71,71,71 0
60 MG BA | 2933 1/1 0.89 0.39 84,84,84,84 0
60 MG BA | 3025 1/1 0.89 0.16 69,69,69,69 0
60 MG AA | 2937 1/1 0.89 0.14 63,63,63,63 0
60 MG AA | 2953 1/1 0.89 0.10 81,81,81,81 0
60 MG AA | 2973 1/1 0.89 0.20 82,82,82,82 0
60 MG BA | 3107 1/1 0.89 0.18 58,58,58,58 0
60 MG Ba 1691 1/1 0.89 0.27 61,61,61,61 0
60 MG AA ] 2919 1/1 0.89 0.19 49,49,49.,49 0
60 MG Ba 1729 1/1 0.89 0.35 84,84,84,84 0
60 MG AA ] 2920 1/1 0.89 0.26 45,45,45,45 0
60 MG Ba 1731 1/1 0.89 0.26 | 103,103,103,103 0
60 MG Ba 1650 1/1 0.89 0.44 82,82,82,82 0
60 MG AA | 3082 1/1 0.89 0.29 69,69,69,69 0
60 MG AA | 3051 1/1 0.89 0.25 66,66,66,66 0
60 MG BA | 3121 1/1 0.89 0.42 82,82,82,82 0
60 MG Ba 1654 1/1 0.89 0.33 97,97,97,97 0
60 MG Aa 1708 1/1 0.89 0.26 89,89,89,89 0
60 MG BB 203 1/1 0.89 0.38 79,79,79,79 0
60 MG BA | 3035 1/1 0.90 0.18 43,43,43,43 0
60 MG AA | 3041 1/1 0.90 0.27 49,49,49.49 0
60 MG AA | 3098 1/1 0.90 0.27 47474747 0
60 MG AA | 2941 1/1 0.90 0.24 68,68,68,68 0
60 MG BA | 3123 1/1 0.90 0.32 37,37,37,37 0
60 MG AA | 3205 1/1 0.90 0.17 58,58,58,58 0
60 MG BA | 3199 1/1 0.90 0.24 89,89,89,89 1
60 MG Aa 1691 1/1 0.90 0.33 73,73,73,73 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA | 2949 1/1 0.90 0.10 63,63,63,63 0
60 MG BA | 2950 1/1 0.90 0.16 69,69,69,69 0
60 MG AA | 3017 1/1 0.90 0.23 59,59,59,59 0
60 MG AA ] 3022 1/1 0.90 0.17 43,43,43,43 0
60 MG BA | 3056 1/1 0.90 0.22 53,53,53,53 0
60 MG AA | 3024 1/1 0.90 0.21 51,51,51,51 0
60 MG BA | 3060 1/1 0.90 0.17 51,51,51,51 0
60 MG AA | 2996 1/1 0.90 0.40 62,62,62,62 0
60 MG AA | 3174 1/1 0.90 0.17 50,50,50,50 0
60 MG Ba 1656 1/1 0.90 0.34 80,80,80,80 0
60 MG AA | 3055 1/1 0.90 0.23 59,59,59,59 0
60 MG BA | 3139 1/1 0.90 0.19 67,67,67,67 0
60 MG Bx 101 1/1 0.90 0.12 92,92,92,92 0
60 MG BA | 2964 1/1 0.90 0.32 84,84,84,84 0
60 MG AA | 3083 1/1 0.90 0.28 74,74,74,74 0
60 MG Ba 1619 1/1 0.90 0.18 70,70,70,70 0
60 MG AA | 3056 1/1 0.90 0.16 48,48,48,48 0
60 MG Aa 1709 1/1 0.90 0.12 92,92,92,92 0
60 MG AA | 2916 1/1 0.90 0.16 35,35,35,35 0
60 MG AA | 3180 1/1 0.90 0.17 58,58,58,58 0
60 MG Ba 1624 1/1 0.90 0.10 73,73,73,73 0
60 MG BA | 2983 1/1 0.90 0.27 37,37,37,37 0
60 MG AA | 3059 1/1 0.90 0.29 90,90,90,90 0
60 MG AA | 3061 1/1 0.90 0.55 89,89,89,89 0
60 MG BA | 3158 1/1 0.90 0.29 61,61,61,61 0
60 MG Aa 1659 1/1 0.90 0.14 70,70,70,70 0
60 MG Aa 1653 1/1 0.90 0.32 71,71,71,71 0
60 MG BA | 2908 1/1 0.90 0.22 49,49,49,49 0
60 MG BA | 3240 1/1 0.90 0.17 73,73,73,73 0
60 MG Aa 1731 1/1 0.90 0.46 82,82,82,82 0
60 MG BA | 3005 1/1 0.90 0.22 57,57,57,57 0
60 MG BA | 3244 1/1 0.90 0.20 89,89,89,89 0
60 MG Aa 1621 1/1 0.90 0.14 91,91,91,91 0
60 MG BA | 2924 1/1 0.90 0.19 43,43,43,43 0
60 MG Al 101 1/1 0.90 0.26 70,70,70,70 0
60 MG BA | 3250 1/1 0.90 0.55 97,97,97,97 0
60 MG BA | 3172 1/1 0.90 0.16 45,45,45,45 0
60 MG BA | 3015 1/1 0.90 0.25 39,39,39,39 0
60 MG AA | 3127 1/1 0.90 0.21 44,4444 44 0
60 MG AA | 3154 1/1 0.90 0.10 86,86,86,86 0
60 MG AA | 3128 1/1 0.90 0.24 71,71,71,71 0
60 MG AB 203 1/1 0.90 0.45 71,71,71,71 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3195 1/1 0.90 0.17 41,41,41,41 0
60 MG A5 101 1/1 0.90 0.28 62,62,62,62 0
60 MG AA | 2990 1/1 0.90 0.28 51,51,51,51 0
60 MG BA | 3181 1/1 0.90 0.27 51,51,51,51 0
60 MG BA | 3029 1/1 0.90 0.23 49,49,49,49 0
60 MG AA | 3013 1/1 0.90 0.33 49,49,49,49 0
60 MG Ba 1602 1/1 0.90 0.09 73,73,73,73 0
60 MG Ba 1604 1/1 0.90 0.10 78,78,78,78 0
60 MG AA | 3161 1/1 0.91 0.32 75,75,75,75 0
60 MG AA | 3028 1/1 0.91 0.18 53,53,53,53 0
60 MG AA | 3044 1/1 0.91 0.23 46,46,46,46 0
60 MG AA | 2965 1/1 0.91 0.24 80,80,80,80 0
60 MG BA | 3068 1/1 0.91 0.13 91,91,91,91 0
60 MG AA | 3124 1/1 0.91 0.27 63,63,63,63 0
60 MG BA | 2935 1/1 0.91 0.70 | 124,124,124,124 0
60 MG BA | 3001 1/1 0.91 0.21 45,45,45,45 0
60 MG BA | 3003 1/1 0.91 0.16 73,73,73,73 0
60 MG AA | 3189 1/1 0.91 0.32 73,73,73,73 0
60 MG AA | 3010 1/1 0.91 0.16 94,94,94,94 0
60 MG AA | 2989 1/1 0.91 0.09 50,50,50,50 0
60 MG Ba 1743 1/1 0.91 0.49 90,90,90,90 0
60 MG BA | 3214 1/1 0.91 0.12 52,52,52,52 0
60 MG BA | 3013 1/1 0.91 0.19 41,41,41,41 0
60 MG AA | 3032 1/1 0.91 0.15 64,64,64,64 0
60 MG Bv 101 1/1 0.91 0.35 71,71,71,71 1
60 MG BA | 3016 1/1 0.91 0.14 50,50,50,50 0
60 MG BA | 3223 1/1 0.91 0.35 74,74,74,74 0
60 MG BA | 3083 1/1 0.91 0.39 73,73,73,73 0
60 MG AA | 3246 1/1 0.91 0.23 | 103,103,103,103 0
60 MG AA | 3068 1/1 0.91 0.25 50,50,50,50 0
60 MG BA | 3021 1/1 0.91 0.29 45,45,45,45 0
60 MG AA | 3018 1/1 0.91 0.18 46,46,46,46 0
60 MG AA | 3221 1/1 0.91 0.09 59,59,59,59 0
60 MG BA | 3160 1/1 0.91 0.16 73,73,73,73 0
60 MG AA | 3252 1/1 0.91 0.48 85,85,85,85 0
60 MG AA | 3106 1/1 0.91 0.33 75,75,75,75 0
60 MG AA | 3199 1/1 0.91 0.30 44,44.44 44 0
60 MG BA | 3028 1/1 0.91 0.17 44,44,44 44 0
60 MG BA | 3094 1/1 0.91 0.34 39,39,39,39 0
60 MG AA | 3020 1/1 0.91 0.23 63,63,63,63 0
60 MG BA | 2954 1/1 0.91 0.17 37,37,37,37 0
60 MG B7 101 1/1 0.91 0.20 57,57,57,57 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG B7 102 1/1 0.91 0.18 80,80,80,80 0
60 MG BA | 3105 1/1 0.91 0.15 55,55,55,55 0
59 ZN A4 101 1/1 0.91 0.06 | 195,195,195,195 0
60 MG AA | 3074 1/1 0.91 0.32 87,87,87,87 0
60 MG BA | 2903 1/1 0.91 0.33 91,91,91,91 0
60 MG BA | 3109 1/1 0.91 0.36 83,83,83,83 0
60 MG Ba 1669 1/1 0.91 0.21 59,55,55,55 0
60 MG BA | 3042 1/1 0.91 0.42 48,48,48,48 0
60 MG AA ] 3023 1/1 0.91 0.18 96,96,96,96 0
60 MG BA | 2967 1/1 0.91 0.14 58,58,58,58 0
60 MG BA | 2968 1/1 0.91 0.09 63,63,63,63 0
60 MG BA | 2911 1/1 0.91 0.29 36,36,36,36 0
60 MG BA | 3257 1/1 0.91 0.29 63,63,63,63 0
60 MG AA | 2933 1/1 0.91 0.29 84,84,84,84 0
60 MG BA | 3051 1/1 0.91 0.17 38,38,38,38 0
60 MG AA | 3026 1/1 0.91 0.26 43,43,43,43 0
60 MG Ba 1674 1/1 0.91 0.07 57,57,57,57 0
60 MG AA | 3014 1/1 0.91 0.23 51,51,51,51 0
60 MG BA | 3059 1/1 0.91 0.30 52,52,52,52 0
60 MG AA | 3060 1/1 0.91 0.31 59,55,55,55 0
60 MG BA | 3192 1/1 0.91 0.15 43,43,43,43 0
60 MG BB 201 1/1 0.91 0.12 50,50,50,50 0
60 MG BA | 3195 1/1 0.91 0.17 57,57,57,57 0
60 MG AA | 2960 1/1 0.92 0.31 37,37,37,37 0
60 MG Aa 1675 1/1 0.92 0.11 58,58,58,58 0
60 MG AA | 3153 1/1 0.92 0.27 92,92,92,92 0
60 MG Aa 1638 1/1 0.92 0.31 84,84,84,84 0
60 MG BA | 3122 1/1 0.92 0.20 51,51,51,51 0
60 MG BA | 2966 1/1 0.92 0.24 39,39,39,39 0
60 MG AA | 3025 1/1 0.92 0.28 39,39,39,39 0
60 MG AA | 3234 1/1 0.92 0.14 59,59,59,59 0
60 MG AA ] 2912 1/1 0.92 0.12 56,56,56,56 0
60 MG Aa 1684 1/1 0.92 0.23 71,71,71,71 0
60 MG BA | 3032 1/1 0.92 0.36 88,88,88,88 0
60 MG AA | 3159 1/1 0.92 0.08 75,75,75,75 0
60 MG AA | 3117 1/1 0.92 0.18 43,43,43,43 0
60 MG AA | 2993 1/1 0.92 0.23 57,57,57,57 0
60 MG AA | 2994 1/1 0.92 0.27 69,69,69,69 0
60 MG AA | 3121 1/1 0.92 0.29 83,83,83,83 0
60 MG Av 101 1/1 0.92 0.22 65,65,65,65 1
60 MG AA | 3192 1/1 0.92 0.25 59,59,59,59 0
60 MG BA | 3137 1/1 0.92 0.13 94,94,94,94 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3100 1/1 0.92 0.12 64,64,64,64 0
60 MG BA | 2997 1/1 0.92 0.20 49,49,49.,49 0
60 MG BA | 3046 1/1 0.92 0.38 76,76,76,76 0
60 MG Aa 1650 1/1 0.92 0.21 53,53,53,53 0
60 MG BQ 201 1/1 0.92 0.30 79,79,79,79 0
60 MG AA | 2905 1/1 0.92 0.25 45,45,45,45 0
60 MG BA | 3198 1/1 0.92 0.09 70,70,70,70 0
60 MG BA | 3096 1/1 0.92 0.06 49,49,49.,49 0
60 MG Ba 1659 1/1 0.92 0.28 70T 0
60 MG BA | 3052 1/1 0.92 0.15 30,30,30,30 0
60 MG AA | 3170 1/1 0.92 0.14 82,82,82,82 0
60 MG AA | 2936 1/1 0.92 0.32 33,33,33,33 0
60 MG AA | 3054 1/1 0.92 0.17 43,43,43,43 0
60 MG AA | 3072 1/1 0.92 0.20 79,79,79,79 0
60 MG Ba 1665 1/1 0.92 0.46 80,80,80,80 0
60 MG Av 103 1/1 0.92 0.36 69,69,69,69 1
60 MG BA | 2955 1/1 0.92 0.13 67,67,67,67 0
60 MG Ba 1637 1/1 0.92 0.27 | 103,103,103,103 0
60 MG Ba 1638 1/1 0.92 0.26 79,79,79,79 0
60 MG Aa 1702 1/1 0.92 0.29 65,65,65,65 0
60 MG BA | 3266 1/1 0.92 0.16 80,80,80,80 0
60 MG BA | 3114 1/1 0.92 0.25 36,36,36,36 0
60 MG BA | 3069 1/1 0.92 0.13 72,72,72,72 0
60 MG AA | 3201 1/1 0.93 0.12 70,70,70,70 0
60 MG BA | 2929 1/1 0.93 0.10 43,43,43,43 0
60 MG BA | 2984 1/1 0.93 0.23 69,69,69,69 0
60 MG BA | 3054 1/1 0.93 0.27 37,37,37,37 0
60 MG BA | 2930 1/1 0.93 0.05 34,34,34,34 0
60 MG BA | 3057 1/1 0.93 0.30 58,58,58,58 0
60 MG AA | 3163 1/1 0.93 0.40 89,89,89,89 0
60 MG BA | 3124 1/1 0.93 0.13 45,45,45,45 0
60 MG Ba 1675 1/1 0.93 0.07 69,69,69,69 0
60 MG BA | 2995 1/1 0.93 0.23 45,45,45,45 0
60 MG Aa 1729 1/1 0.93 0.34 60,60,60,60 0
60 MG BA | 3062 1/1 0.93 0.14 45,45,45,45 0
60 MG Aa 1608 1/1 0.93 0.18 48,48,48,48 0
60 MG AA | 2930 1/1 0.93 0.10 38,38,38,38 0
60 MG AA | 3066 1/1 0.93 0.14 55,55,55,55 0
60 MG Ba 1651 1/1 0.93 0.28 51,51,51,51 0
60 MG BA | 2940 1/1 0.93 0.18 76,76,76,76 0
60 MG BA | 2941 1/1 0.93 0.29 98,98,98,98 0
60 MG Ba 1681 1/1 0.93 0.06 71,71,71,71 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA | 3008 1/1 0.93 0.22 34,34,34,34 0
60 MG BA | 3213 1/1 0.93 0.41 81,81,81,81 0
60 MG BA | 3010 1/1 0.93 0.17 28,28,28,28 0
60 MG Bv 102 1/1 0.93 0.11 54,54,54,54 0
60 MG BA | 3218 1/1 0.93 0.18 38,38,38,38 0
60 MG AA | 3251 1/1 0.93 0.33 68,68,68,68 0
60 MG BA | 3220 1/1 0.93 0.28 59,59,59,59 0
60 MG BA | 3140 1/1 0.93 0.39 60,60,60,60 0
60 MG AA | 2921 1/1 0.93 0.22 59,59,59,59 0
60 MG BA | 3142 1/1 0.93 0.24 61,61,61,61 0
60 MG AA | 3009 1/1 0.93 0.12 61,61,61,61 0
60 MG AA | 2932 1/1 0.93 0.25 79,79,79,79 0
60 MG BA | 3145 1/1 0.93 0.31 62,62,62,62 0
60 MG AA | 3190 1/1 0.93 0.27 52,52,52,52 0
60 MG BD 302 1/1 0.93 0.17 53,53,53,53 0
60 MG BA | 3020 1/1 0.93 0.19 47474747 0
60 MG Ba 1607 1/1 0.93 0.08 67,67,67,67 0
60 MG Aa 1726 1/1 0.93 0.20 57,57,57,57 0
60 MG BA | 3085 1/1 0.93 0.10 72,72,72,72 0
60 MG AA | 3120 1/1 0.93 0.31 90,90,90,90 0
60 MG Aa 1625 1/1 0.93 0.21 61,61,61,61 0
60 MG AA | 3235 1/1 0.93 0.20 | 102,102,102,102 0
60 MG BA | 3156 1/1 0.93 0.09 64,64,64,64 0
60 MG Ba 1662 1/1 0.93 0.15 68,68,68,68 0
60 MG AA | 3236 1/1 0.93 0.36 90,90,90,90 0
60 MG BA | 3241 1/1 0.93 0.24 | 106,106,106,106 0
60 MG AA | 2984 1/1 0.93 0.35 79,79,79,79 0
60 MG Ba 1614 1/1 0.93 0.37 60,60,60,60 0
60 MG BA | 2904 1/1 0.93 0.06 | 138,138,138,138 0
60 MG Ba 1666 1/1 0.93 0.27 84,84,84,84 0
60 MG BA | 3095 1/1 0.93 0.23 61,61,61,61 0
60 MG AA | 2985 1/1 0.93 0.24 44,4444 44 0
60 MG BA | 3249 1/1 0.93 0.27 59,55,55,55 0
60 MG AA | 3043 1/1 0.93 0.14 63,63,63,63 0
60 MG BA | 2914 1/1 0.93 0.20 32,32,32,32 0
60 MG BA | 3171 1/1 0.93 0.11 38,38,38,38 0
60 MG BA | 2917 1/1 0.93 0.19 75,75,75,75 0
60 MG BA | 3100 1/1 0.93 0.06 63,63,63,63 0
60 MG BA | 3101 1/1 0.93 0.45 64,64,64,64 0
60 MG BA | 2919 1/1 0.93 0.12 40,40,40,40 0
60 MG BA | 3104 1/1 0.93 0.08 36,36,36,36 0
60 MG BA | 3040 1/1 0.93 0.23 41,41,41,41 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BA | 3041 1/1 0.93 0.13 42,42.42 42 0
60 MG Aa 1615 1/1 0.93 0.32 58,58,58,58 0
60 MG AA | 3045 1/1 0.93 0.12 55,55,55,55 0
60 MG BA | 2973 1/1 0.93 0.35 61,61,61,61 0
60 MG BA | 2974 1/1 0.93 0.34 | 118,118,118,118 0
60 MG Ba 1671 1/1 0.93 0.13 75,75,75,75 0
60 MG Ba 1735 1/1 0.93 0.11 79,79,79,79 0
60 MG AA | 2927 1/1 0.93 0.21 50,50,50,50 0
60 MG BB 202 1/1 0.93 0.22 55,55,55,55 0
60 MG BA | 3115 1/1 0.93 0.28 50,50,50,50 0
60 MG AA | 3021 1/1 0.94 0.16 42,42,42 42 0
60 MG BA | 2939 1/1 0.94 0.14 44,4444 44 0
60 MG Aa 1627 1/1 0.94 0.11 84,84,84,84 0
60 MG AA | 2913 1/1 0.94 0.26 44,4444 44 0
60 MG AA | 3008 1/1 0.94 0.15 44,44,44 44 0
60 MG BA | 3187 1/1 0.94 0.37 68,68,68,68 0
60 MG AA | 2914 1/1 0.94 0.15 37,37,37,37 0
60 MG BA | 2905 1/1 0.94 0.20 31,31,31,31 0
60 MG AA ] 2915 1/1 0.94 0.22 50,50,50,50 0
60 MG Aa 1718 1/1 0.94 0.33 78,78,78,78 0
60 MG BA | 2909 1/1 0.94 0.19 36,36,36,36 0
60 MG AA | 3046 1/1 0.94 0.57 59,59,59,59 0
60 MG BA | 2913 1/1 0.94 0.31 47474747 0
60 MG Aa 1712 1/1 0.94 0.26 86,86,86,86 0
60 MG BA | 3037 1/1 0.94 0.18 41,41,41,41 0
60 MG AA | 3107 1/1 0.94 0.07 58,58,58,58 0
60 MG BA | 3157 1/1 0.94 0.20 78,78,78,78 0
60 MG Aa 1649 1/1 0.94 0.13 88,88,88,88 0
60 MG AA | 3049 1/1 0.94 0.24 64,64,64,64 0
60 MG BA | 3000 1/1 0.94 0.12 61,61,61,61 0
60 MG AA | 3244 1/1 0.94 0.78 98,98,98,98 0
60 MG AA | 2998 1/1 0.94 0.37 51,51,51,51 0
60 MG AA | 3222 1/1 0.94 0.27 67,67,67,67 0
60 MG BA | 2957 1/1 0.94 0.32 38,38,38,38 0
60 MG BA | 3006 1/1 0.94 0.44 | 107,107,107,107 0
60 MG Aa 1628 1/1 0.94 0.16 72,72,72,72 0
60 MG Aa 1634 1/1 0.94 0.22 56,56,56,56 0
60 MG BA | 2960 1/1 0.94 0.19 45,45,45,45 0
60 MG AA ] 2922 1/1 0.94 0.09 52,52,52,52 0
60 MG BA | 3217 1/1 0.94 0.24 76,76,76,76 0
60 MG BA | 3012 1/1 0.94 0.66 69,69,69,69 0
60 MG AA | 3034 1/1 0.94 0.11 49,49,49,49 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG BF 301 1/1 0.94 0.05 87,87,87,87 0
60 MG Aa 1612 1/1 0.94 0.19 58,58,58,58 0
60 MG AA | 3181 1/1 0.94 0.14 65,65,65,65 0
60 MG AA | 3019 1/1 0.94 0.21 48,48,48,48 0
60 MG AA | 3160 1/1 0.94 0.19 65,65,65,65 0
60 MG AA ] 2924 1/1 0.94 0.14 54,54,54,54 0
60 MG BA | 2971 1/1 0.94 0.41 63,63,63,63 0
60 MG BA | 3203 1/1 0.95 0.20 67,67,67,67 0
60 MG BA | 3103 1/1 0.95 0.25 63,63,63,63 0
60 MG Ba 1727 1/1 0.95 0.31 44,4444 44 0
60 MG AA | 3214 1/1 0.95 0.26 57,57,57,57 0
60 MG BA | 3064 1/1 0.95 0.21 44,4444 44 0
60 MG BA | 2906 1/1 0.95 0.19 35,35,35,35 0
60 MG BA | 3153 1/1 0.95 0.35 73,73,73,73 0
60 MG AA | 3123 1/1 0.95 0.41 54,54,54,54 0
60 MG BA | 3067 1/1 0.95 0.32 78,78,78,78 0
60 MG BA | 3212 1/1 0.95 0.08 36,36,36,36 0
60 MG BA | 3110 1/1 0.95 0.20 46,46,46,46 0
60 MG BA | 2980 1/1 0.95 0.31 80,80,80,80 0
60 MG AA | 3172 1/1 0.95 0.21 58,58,58,58 0
60 MG BA | 3159 1/1 0.95 0.11 | 110,110,110,110 0
60 MG AA ] 2969 1/1 0.95 0.15 36,36,36,36 0
60 MG BA | 3161 1/1 0.95 0.16 51,51,51,51 0
60 MG BA | 2910 1/1 0.95 0.30 70,70,70,70 0
60 MG BA | 3254 1/1 0.95 0.26 56,56,56,56 0
60 MG AA | 3250 1/1 0.95 0.19 65,65,65,65 0
60 MG AD 302 1/1 0.95 0.33 64,64,64,64 0
60 MG B5 101 1/1 0.95 0.21 43,43,43,43 0
60 MG BA | 2991 1/1 0.95 0.22 48,48,48,48 0
60 MG BA | 3193 1/1 0.95 0.13 44,4444 44 0
60 MG AD 301 1/1 0.95 0.19 38,38,38,38 0
60 MG BA | 3227 1/1 0.95 0.15 73,73,73,73 0
60 MG BA | 3228 1/1 0.95 0.34 82,82,82,82 0
60 MG BA | 3196 1/1 0.95 0.27 45,45,45,45 0
60 MG Ba 1722 1/1 0.95 0.07 | 106,106,106,106 0
60 MG BA | 3169 1/1 0.95 0.29 58,58,58,58 0
60 MG BA | 3017 1/1 0.95 0.16 40,40,40,40 0
60 MG AA | 3253 1/1 0.95 0.26 87,87,87,87 0
60 MG AA | 3110 1/1 0.95 0.08 59,59,59,59 0
60 MG AA | 3158 1/1 0.95 0.08 | 104,104,104,104 1
60 MG BA | 2961 1/1 0.96 0.16 60,60,60,60 0
60 MG BA | 3050 1/1 0.96 0.18 34,34,34,34 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG AA | 3104 1/1 0.96 0.06 64,64,64,64 0
60 MG Ba 1603 1/1 0.96 0.11 73,73,73,73 1
60 MG BA | 2977 1/1 0.96 0.09 74,74,74,74 0
60 MG Aa 1629 1/1 0.96 0.06 76,76,76,76 0
60 MG AA | 2906 1/1 0.96 0.14 38,38,38,38 0
60 MG AA | 3042 1/1 0.96 0.09 49,49,49,49 0
60 MG BA | 2982 1/1 0.96 0.12 53,53,53,53 0
60 MG AA ] 2992 1/1 0.96 0.34 61,61,61,61 0
60 MG BA | 3078 1/1 0.96 0.32 61,61,61,61 0
60 MG AA | 2949 1/1 0.96 0.37 63,63,63,63 0
60 MG Aa 1683 1/1 0.96 0.04 59,59,59,59 0
60 MG BA | 3024 1/1 0.96 0.14 46,46,46,46 0
60 MG BA | 3120 1/1 0.96 0.32 39,39,39,39 0
60 MG Aa 1673 1/1 0.96 0.22 91,91,91,91 0
60 MG BA | 3009 1/1 0.96 0.29 38,38,38,38 0
60 MG BA | 2989 1/1 0.96 0.16 49,49,49.49 0
60 MG AA | 2983 1/1 0.96 0.30 43,43,43,43 0
60 MG AA | 2997 1/1 0.96 0.31 44,44,44 44 0
60 MG BA | 3248 1/1 0.96 0.17 64,64,64,64 0
60 MG Ba 1724 1/1 0.97 0.32 74,74,74,74 0
60 MG AA ] 3259 1/1 0.97 0.36 65,65,65,65 0
60 MG BA | 2915 1/1 0.97 0.13 32,32,32,32 0
60 MG BA | 3030 1/1 0.97 0.09 37,37,37,37 0
60 MG BA | 2936 1/1 0.97 0.25 40,40,40,40 0
60 MG BA | 2916 1/1 0.97 0.23 28,28,28,28 0
60 MG BA | 3002 1/1 0.97 0.11 38,38,38,38 0
60 MG Ba 1630 1/1 0.97 0.05 53,53,53,53 0
60 MG BA | 2988 1/1 0.97 0.35 45,45,45,45 0
60 MG AA | 3000 1/1 0.97 0.05 49,49,49.,49 0
60 MG Aa 1666 1/1 0.97 0.37 66,66,66,66 0
60 MG BA | 3055 1/1 0.97 0.14 64,64,64,64 0
60 MG AA | 3071 1/1 0.97 0.35 87,87,87,87 0
60 MG BA | 2992 1/1 0.97 0.28 40,40,40,40 0
60 MG BA | 2993 1/1 0.97 0.32 40,40,40,40 0
60 MG BA | 2969 1/1 0.97 0.28 58,58,58,58 0
60 MG BA | 2996 1/1 0.97 0.07 35,35,35,35 0
60 MG BA | 3215 1/1 0.97 0.32 61,61,61,61 0
59 ZN B9 101 1/1 0.98 0.06 | 124,124,124,124 0
60 MG AA ] 2910 1/1 0.98 0.46 71,71,71,71 0
60 MG BA | 2987 1/1 0.98 0.12 43,43,43,43 0
59 ZN Ad 301 1/1 0.98 0.22 94,94,94,94 0
60 MG BA | 3045 1/1 0.98 0.24 47,4747 47 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
60 MG Aa 1745 1/1 0.98 0.27 70,70,70,70 0
60 MG BA | 2928 1/1 0.98 0.35 70T 0
59 ZN Bd 301 1/1 0.98 0.22 | 103,103,103,103 0
60 MG AA | 3006 1/1 0.98 0.12 39,39,39,39 0
60 MG BA | 2920 1/1 0.98 0.06 31,31,31,31 0
59 ZN An 101 1/1 0.98 0.07 | 171,171,171,171 0
60 MG AA | 3197 1/1 0.98 0.06 34,34,34,34 0
60 MG BA | 2912 1/1 0.99 0.11 39,39,39,39 0
60 MG BA | 3194 1/1 0.99 0.05 28,28,28,28 0
60 MG BA | 2994 1/1 0.99 0.36 44,4444 44 0
60 MG AA | 2981 1/1 0.99 0.06 54,54,54,54 0
59 ZN A9 101 1/1 0.99 0.07 | 143,143,143,143 0
60 MG BA | 2922 1/1 0.99 0.07 45,45,45,45 0
60 MG BA | 2979 1/1 0.99 0.27 36,36,36,36 0
60 MG AA | 2918 1/1 0.99 0.41 42,42.42 42 0
59 ZN Bn 101 1/1 0.99 0.04 | 142,142,142/142 0
60 MG Aa 1631 1/1 0.99 0.06 52,52,52,52 0
60 MG BA | 2918 1/1 0.99 0.31 32,32,32,32 0

6.5 Other polymers (i)

There are no such residues in this entry.
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