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

We welcome your comments at validation@mail. wwpdb.org
A user guide is available at
https://www.wwpdb.org/validation /2017 /Xray ValidationReportHelp
with specific help available everywhere you see the (i) symbol.

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

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

MolProbity : 4.02b-467

Mogul : 1.8.4, CSD as541be (2020)
Xtriage (Phenix) : 1.13
EDS : 2.36.2
buster-report : 1.1.7 (2018)
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.36.2
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 3.10 A.

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

Metric Percentile Ranks Value
Rfree I r— (252
Ramachandran outliers I | D 1.0%
Sidechain outliers 0 N 12.6%
RSRZ outliers Ifjms I 7.0%
RNA backbone I | W .52
Worse Better

I Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
Riree 130704 1094 (3.10-3.10)
Ramachandran outliers 138981 1141 (3.10-3.10)
Sidechain outliers 138945 1141 (3.10-3.10)
RSRZ outliers 127900 1067 (3.10-3.10)
RNA backbone 3102 1116 (3.40-2.80)

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

Mol | Chain | Length Quality of chain
3%

1 1 3396 | —— T T
3%

1 AR 3396 | T 7 TR

2 3 121 89% 11%
%

2 AS 121 : 88% 11%
3%

3 4 158 - 78% 22%

Continued on next page...
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Mol | Chain | Length Quality of chain
7%

3 AT 158 | = = 60%
%

4 CD 252 : 90% 10%

4 j 252 89% 11%

5 CE 386 87% 3% -
%

5 k 386 : 87% 13%

6 CF 361 90% 10%

6 1 361 89% 10% -
7%

7 CG 296 86% 14%
6%

7 m 296 90% 10%
%

8 CH 175 = 78% 1% | 11%
%

8 n 175 81% 7% 119
%

9 Cl 222 . 89% 10% -
%

9 0 222 = 90% 9% .

4%

10 CJ 233 92% 8%
5%

10 ) 233 91% 9%
%

11 CK 191 = 85% 15%

11 q 191 87% 13%
6%

12 CL 220 84% 12%
%

12 T 220 82% 14%
%

13 CM 169 . 85% 15%
%

13 s 169 | ™ = T
8%

14 CN 193 83% 15%

14 t 193 86% 13%
%

15 | CO 136 | ® = ™
%

15 u 136 85% 15%

Continued on next page...
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Mol | Chain | Length Quality of chain
16 CP 203 92% 8%
16 v 203 90% 10%
%
17 | CQ 97 | ® 50% T
17 w 197 88% 11%
6%
18 CR 183 87% 13%
11%
18 X 183 87% 12%
19 CS 185 87% 13%
19 y 185 89% 0% -
5%
20 CT 188 89% 11%
7%
20 A 188 - 93% 7%
%
21 0 172 | " — T
21 CU 172 85% 15%
%
22 2 159 . 86% 14%
22 (6\Y 159 84% 16%
2%
23 5 100 93% 7%
21%
23 CW 100 89% 11%
%
24 CX 136 . 92% 8%
3%
24 IR 136 - 89% 11%
6%
25 1800 | = — v
7%
25 A 1800 — 74% 24% -
30%
26 7 98 95% 5%
11%
26 CY 98 88% 11%
%
27 8 121 | " - ™
3%
27 CZ 121 - 88% 12%
5%
28 9 126 89% 11%

Continued on next page...
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Mol | Chain | Length Quality of chain
5%

28 DA 126 89% 11%

35%
29 AA 135 90% 8% -n
2%

29 DB 135 89% 0% -

30 AB 148 91% 8% -
%

30 DC 148 : 88% 11%

31 AC 58 88% 12%

31 DD 58 86% 12%
6%

32 AD 97 89% 11%

32 DE 97 95% 5%
%

33 AE 109 = 88% 12%
3%

33 DF 109 = 83% 17%
%

34 AF 127 88% 12%
%

34 DG 127 = 90% 10%
%

35 AG 106 92% 8%
%

35 DH 106 : 93% 6% -
5%

36 AH 112 90% 9% -
%

36 DI 112 91% 9%
5%

37 Al 119 89% 10% -
5%

37 DJ 119 83% 16% -
3%

38 | AJ 99 | ™ = =
7%

38 DK 99 - 90% 10%
3%

39 AK 87 - 2% 8%
3%

39 DL 87 = 87% 13%
3%

40 AL 77 - 87% 13%

39%
40 DM 77 91% 9%

Continued on next page...
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Mol | Chain | Length Quality of chain
41 AM 50 86% 14%
41 DN 50 92% 8%
10%
42 AN 52 85% 15%
%
42 DO 52 = 90% 10%
43 AO 25 88% 12%
43 DP 25 84% 16%
9%
44 AP 105 92% 8%
44 DQ 105 91% 9%
45 AQ 91 87% 13%
45 DR 91 91% 9%
7%
46 1 272 51% 7% 42%
47 m2 150 100%
5%
48 | sM 104 | = = 2o
7%
49 p0O 311 e 5% 54%
3%
50 B 206 88% 12%
7%
50 sO 206 - 86% 14%
36%
—
51 C 216 88% 11%
6%
51 sl 216 86% 13%
%
52 D 217 . 88% 12%
%
52 s2 217 | " — o
9%
53 E 223 — 89% 10%
2%
53 s3 993 | o 0%
8%
54 F 260 90% 10%
3%
54 s4 20 | e 0%
1%
55 G 206 89% 10% -

Continued on next page...
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Mol | Chain | Length Quality of chain
7%
55 s5 206 | T— e 0%
7%
56 H 226 r—— 87% 13%
2%
56 s6 226 85% 11%
16%
57 I 186 —— 87% 12%
7%
57 s7 186 —— 87% 12%
5%
58 J 199 | ™= " 6% T
7%
58 s 199 88% 6% - 6%
18%
59 K 185 —— 86% 12%
8%
59 59 185 | E— o 6%
15%
60 L 105 | EE— — o T
52%
T —
60 c0 105 78% 0% - 9%
10%
61 M 155 92% 8%
5%
61 cl 155 84% 10% - 6%
52%
T ———————— -
62 N 124 81% 18%
70%
..
62 c2 124 83% 15%
5%
63 @) 150 89% 10% -
3%
63 c3 150 - 86% 12%
28%
64 P 128 90% 9%
9%
64 c4 128 — 89% 11%
5%
65 Q 141 - 79% 8% -  12%
11%
65 cH 141 — 82% 12%
18%
66 R 142 — 87% 12%
1%
66 cb 142 M— 82% 18%
1%
67 S 125 — 84% 11%
5%
67 c7 125 | == = —

Continued on next page...
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Mol | Chain | Length Quality of chain
2%
68 T 145 M— 84% 15%
1%
68 c8 1y | = T
5%
69 U 14y | 567 L%
21%
I
69 c9 143 89% 11%
%
70 Vv 110 = 84% 14%
11%
70 do 110 86% 13%
9%
71 W 87 86% 13%
5%
71 d1 &7 86% 14%
%
72 X 129 = 88% 12%
%
72 d2 120 | " = ™
%
73 Y 144 86% 14%
73 d3 144 90% 10%
1%
74 7 134 — 90% 10%
8%
74 | d4 134 | e -
40%
P ———
75 a 70 76% 24%
31%
T —— -
75 d5 70 94% .
5%
76 b 97 87% 12%
%
76 d6 97 : 87% 12%
19%
77 C 81 96%
19%
77 d7 81 —— 94% 6%
11%
78 d 63 — 86% 14%
54%
e
78 ds 63 86% 14%
9%
79 d9 53 r—— 92% 8%
8%
79 e 53 r— 91% 9%
15%
80 el 62 87% 11%

Continued on next page...
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Mol | Chain | Length Quality of chain
8%
80 f 62 89% 8% .
1%
T —————
81 g 71 83% 15%
22%
——
82 h 318 95% 5%
10%
82 sR 318 94% 6%
75%
T —————————
83 el 51 80% 20%

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
84 | OHX AR | 3737 - - - X
85 MG 1 3744 - - - X
85 MG 1 3800 - - - X
85 MG 1 3801 - - - X
85 MG 1 3820 - - - X
85 MG 1 3930 - - - X
85 MG 1 3941 - - - X
85 MG 1 3965 - - - X
85 MG 1 3983 - - - X
85 MG 1 4001 - - - X
85 MG 1 4012 - - - X
85 MG 1 4023 - - - X
85 MG 1 4053 - - - X
85 MG 1 4092 - - - X
85 MG 1 4101 - - - X
85 MG 1 4104 - - - X
85 MG 1 4129 - - - X
85 MG 1 4152 - - - X
85 MG 1 4158 - - - X
85 MG 1 4190 - - - X
85 MG 4 221 - - - X
85 MG 4 229 - - - X
85 MG 4 235 - - - X
85 MG 6 2076 - - - X
85 MG 6 2083 - - - X
85 MG 6 2092 - - - X
85 MG 6 2133 - - - X
85 MG 6 2154 - - - X

Continued on next page...
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
85 MG 6 2158 - - - X
85 MG 6 2163 - - - X
85 MG 6 2167 - - - X
85 MG 6 2174 - - - X
85 MG 6 2176 - - - X
85 MG 6 2180 - - - X
85 MG 6 2183 - - - X
85 MG 6 2185 - - - X
85 MG 6 2188 - - - X
85 MG 6 2191 - - - X
85 MG 6 2192 - - - X
85 MG 6 2193 - - - X
85 MG 6 2197 - - - X
85 MG A 2045 - - - X
85 MG A 2062 - - - X
85 MG A 2099 - - - X
85 MG A 2103 - - - X
85 MG A 2116 - - - X
85 MG A 2118 - - - X
85 MG A 2128 - - - X
85 MG A 2130 - - - X
85 MG A 2131 - - - X
85 MG A 2135 - - - X
85 MG A 2136 - - - X
85 MG A 2151 - - - X
85 MG A 2155 - - - X
85 MG AR | 3803 - - - X
85 MG AR | 3890 - - - X
85 MG AR | 3971 - - - X
85 MG AR | 3976 - - - X
85 MG AR | 3998 - - - X
85 MG AR | 4003 - - - X
85 MG AR | 4005 - - - X
85 MG AR | 4022 - - - X
85 MG AR | 4024 - - - X
85 MG AR | 4030 - - - X
85 MG AR | 4034 - - - X
85 MG AR | 4085 - - - X
85 MG AR | 4097 - - - X
85 MG AR | 4102 - - - X
85 MG AR | 4110 - - - X
85 MG AR | 4156 - - - X

Continued on next page...
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
85 MG AR | 4174 - - - X
85 MG AR | 4196 - - - X
85 MG AR | 4255 - - - X
85 MG AS 228 - - - X
85 MG CD 302 - - - X
85 MG \Y 201 - - - X
85 MG b 101 - - - X
85 MG 1 403 - - - X
85 MG X 206 - - - X
87 | GOL 6 2199 - - - X
88 ZN dv 101 - - - X
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2 Entry composition (i)

There are 88 unique types of molecules in this entry. The entry contains 410383 atoms, of which
0 are hydrogens and 0 are deuteriums.

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

atoms.

e Molecule 1 is a RNA chain called 25S ribosomal RNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Lo! BU9 | Gt aooss 12142 21078 3140 0 0 0
L] AR | 819 | e 112 2107 10 0 0 0
e Molecule 2 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 3 121 rggt;;l 11052 42]1 851)5 11;)1 0 0 0
2 AS 121 rgg;?)l 11052 4121 8(25 1I2)1 0 0 0
e Molecule 3 is a RNA chain called 5.8S ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 4 158 gggl 15%0 512\316 11009 11;8 0 0 0
3 AT 198 gggzl 153)0 51§6 110()9 11;8 0 0 0
e Molecule 4 is a protein called 60S ribosomal protein L2-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 ] 252 1118311 11091 32]8 3(34 ? 0 0 0
4 Cb 252 1118311 11(391 315\318 3(;4 ? 0 0 0

e Molecule 5 is a protein called 60S ribosomal protein L3.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o k 386 3075 1950 584 533 8 0 0 0
Total C N O S
o CE 386 3075 1950 584 533 8 0 0 0
e Molecule 6 is a protein called 60S ribosomal protein L4-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 1 361 2748 1729 522 494 3 0 0 0
Total C N O S
6 CF 361 2748 1729 522 494 3 0 0 0
e Molecule 7 is a protein called 60S ribosomal protein L5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7 m 296 2375 1501 414 458 2 0 0 0
Total C N O S
7 CG 296 2375 1501 414 458 2 0 0 0
e Molecule 8 is a protein called 60S ribosomal protein L6-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 n 156 1230 800 222 216 1 0 0 0
Total C N O S
8 | CH 156 1230 800 222 216 1 0 0 0
e Molecule 9 is a protein called 60S ribosomal protein L7-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
) 0 222 1784 1151 324 308 1 0 0 0
Total C N O S
9 | O 222 1784 1151 324 308 1 0 0 0
e Molecule 10 is a protein called 60S ribosomal protein L8-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
10 P 233 1804 1151 323 327 3 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

10 CJ 233 ?ggil 11C51 31§3 327 g 0 0 0
e Molecule 11 is a protein called 60S ribosomal protein L9-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 4 191 ?gtlasl 9(6]3 21;14 2(7)7 ASL 0 0 0
1 CK 191 ?gtlaél 9%3 21;14 2(7)7 ZSL 0 0 0

e Molecule 12 is a protein called 60S ribosomal protein L10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12 ' 21 f?ffél 1(%3 31;2 2(9)4 2 0 0 0
12 CL 211 rf%a; 1(%3 3152 2(34 2 0 0 0

e Molecule 13 is a protein called 60S ribosomal protein L11-B.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 i 169 ?ggl 85137 22]3 229 ASL 0 0 0
13 CM 169 ?gg?’)l 85137 22]3 229 ZSL 0 0 0

e Molecule 14 is a protein called 60S ribosomal protein L13-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
e 195 | 100 om a2 0 0 0
14| CN 95| 10 em a2 0 0 0

e Molecule 15 is a protein called 60S ribosomal protein L14-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o 136 | om g 100 177 o 0 0 0
1o ¢O 136 r‘1F((;t5&;’)l 6(735 11;19 1(7)7 2 0 0 ¥
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e Molecule 16 is a protein called 60S ribosomal protein L15-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
16 v 203 1720 1077 361 281 1 0 0 0
Total C N O S
16 CP 203 1720 1077 361 281 1 0 0 0
e Molecule 17 is a protein called 60S ribosomal protein L16-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
17 W 197 1555 1003 289 262 1 0 0 0
Total C N O S
17 cQ 197 1555 1003 289 262 1 0 0 0
e Molecule 18 is a protein called 60S ribosomal protein L17-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
18 x 183 1420 882 281 257 0 0 0
Total C N O
18 CR 183 1420 882 281 257 0 0 0
e Molecule 19 is a protein called 60S ribosomal protein L18-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
19 Y 185 1441 908 290 241 2 0 0 0
Total C N O S
19 CS 185 1441 908 290 241 2 0 0 0
e Molecule 20 is a protein called 60S ribosomal protein L19-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
20 g 188 1521 935 326 260 0 0 0
Total C N O
20 CT 188 1521 935 326 260 0 0 0

e Molecule 21 is a protein called 60S ribosomal protein L20-A.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
21 0 172 1445 930 267 244 4 0 0 0
Total C N O S
21 CU 172 1445 930 267 244 4 0 0 0
e Molecule 22 is a protein called 60S ribosomal protein L21-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
22 2 159 1276 805 246 221 4 0 0 0
Total C N O S
22 Cv 159 1276 805 246 221 4 0 0 0
e Molecule 23 is a protein called 60S ribosomal protein L22-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
23 g 100 796 516 131 149 0 0 0
Total C N O
23 CW 100 796 516 131 149 0 0 0
e Molecule 24 is a protein called 60S ribosomal protein L23-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
24 IR 136 1003 628 189 179 7 0 0 0
Total C N O S
24 X 136 1003 628 189 179 7 0 0 0
e Molecule 25 is a RNA chain called 18S ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N @) P
25 6 1783 37990 16984 6723 12500 1783 0 0 0
Total C N @) P
25 A 178l 37948 16965 6715 12487 1781 0 0 0
e Molecule 26 is a protein called 60S ribosomal protein L24-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
26 1 7 8 609 443 137 118 1 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

wlov | w [N O [ [
e Molecule 27 is a protein called 60S ribosomal protein L25.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
27 8 121 1;)06? 1 6(230 1129 1?3 g 0 0 0
27 Cz 121 T906tj 1 6(230 1219 1(7)3 2 0 0 0

e Molecule 28 is a protein called 60S ribosomal protein L26-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
28 ) 126 1;)0;; 1 635 112\)12 1(7)6 0 0 0
28 DA 126 1;)05; 1 635 112\)12 1(7)6 0 0 0

e Molecule 29 is a protein called 60S ribosomal protein L27-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
29 AA 135 Iljgga; 7(1]0 21(\)12 120 0 0 0
29 bB 135 Iljgga; 7(130 21(\)12 120 0 0 0

e Molecule 30 is a protein called 60S ribosomal protein L28.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
30 | AB 8| 1% 7a0 am 100 3 0 0 0
30| DC 8| 1% 70 a3 100 3 0 0 0

e Molecule 31 is a protein called 60S ribosomal protein L.29.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3L} AC o8 s %0 100 7 0 0 !
e o8 W %0 100 7 0 0 !
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e Molecule 32 is a protein called 60S ribosomal protein L30.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 AD o7 T7O4t§L l 4?9 11;]4 1(?39 ? 0 0 0
32 bE o7 T704t§L l 4?9 11;14 129 ? 0 0 0

e Molecule 33 is a protein called 60S ribosomal protein L31-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
B A8 | s s e s | 0 | 0|0
B DF | | g8 s e s | 0 | 0 |
e Molecule 34 is a protein called 60S ribosomal protein L32.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 AF 127 1;82301 65137 21(\)15 127 ? 0 0 0
34 DG 127 ?82%1 627 21(\)15 1C6)7 ? 0 0 0

e Molecule 35 is a protein called 60S ribosomal protein L33-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
R L L .
e R B L .
e Molecule 36 is a protein called 60S ribosomal protein L34-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 AH 112 1;30;81 525 11;19 1(5)2 ZSL 0 0 0
36 b 112 1;30;31 55135 11;19 1(5)2 ZSL 0 0 0

e Molecule 37 is a protein called 60S ribosomal protein L35-A.




Page 19 Full wwPDB X-ray Structure Validation Report 50N6
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
37 Al 119 969 615 186 167 1 0 0 0
Total C N O S
37 DJ 119 969 615 186 167 1 0 0 0
e Molecule 38 is a protein called 60S ribosomal protein L36-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
38 | A % 771 481 156 132 2 0 0 0
Total C N O S
38 | DK % 771 481 156 132 2 0 0 0
e Molecule 39 is a protein called 60S ribosomal protein L37-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
39 . 87 681 414 148 114 5 0 0 0
Total C N O S
39 DL 87 681 414 148 114 5 0 0 0
e Molecule 40 is a protein called 60S ribosomal protein L38.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
40| AL m 612 391 115 106 0 0 0
Total C N O
40 bM v 612 391 115 106 0 0 0
e Molecule 41 is a protein called 60S ribosomal protein L39.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
4 AM o0 436 272 97 65 2 0 0 0
Total C N O S
41| DN o0 436 272 97 65 2 0 0 0
e Molecule 42 is a protein called Ubiquitin-60S ribosomal protein L40.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
42 AN 52 417 259 &6 67 5 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
42 DO 52 417 259 &6 67 5 0 0 0
e Molecule 43 is a protein called 60S ribosomal protein L41-B.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
43 AO 25 233 142 63 27 1 0 0 0
Total C N O S
43 bP 25 233 142 63 27 1 0 0 0
e Molecule 44 is a protein called 60S ribosomal protein L42-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
44 AP 105 847 534 170 138 5 0 0 0
Total C N O S
41 DQ 105 847 534 170 138 5 0 0 0
e Molecule 45 is a protein called 60S ribosomal protein L43-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
45 AQ N 694 429 138 121 © 0 0 0
Total C N O S
45 . N 694 429 138 121 © 0 0 0
e Molecule 46 is a protein called Suppressor protein STM1.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
) Total C N O
46 ! 159 1104 652 221 231 0 0 0
e Molecule 47 is a protein called 60S ribosomal protein LL12.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
47 | m2 150 750 450 150 150 X 0 0

e Molecule 48 is a protein called Suppressor protein STM1,Suppressor protein STMI.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
48 | sM 104 680 403 140 137 0 0 0
e Molecule 49 is a protein called 60S acidic ribosomal protein P0.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
49 pU 143 1076 686 192 195 3 0 0 0
e Molecule 50 is a protein called 40S ribosomal protein SO-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
0 B 206 1577 1014 278 283 2 0 0 0
Total C N O S
o0 s0 206 1583 1017 281 283 2 0 0 0
e Molecule 51 is a protein called 40S ribosomal protein S1-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
5L € 214 1700 1084 310 311 4 0 0 0
Total C N O S
2 s1 216 1722 1091 312 315 4 0 0 0
e Molecule 52 is a protein called 40S ribosomal protein S2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o2 b 217 1635 1047 289 297 2 0 0 0
Total C N O S
52 | 82 217 1635 1047 289 297 2 0 0 0
e Molecule 53 is a protein called 40S ribosomal protein S3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
53 2 223 1734 1101 313 314 6 0 0 0
Total C N O S
53 s3 223 1734 1101 313 314 6 0 0 0

e Molecule 54 is a protein called 40S ribosomal protein S4-A.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o F 260 2068 1316 389 360 3 0 0 0
Total C N O S
54 s 260 2068 1316 389 360 3 0 0 0
e Molecule 55 is a protein called 40S ribosomal protein S5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
%5 G 206 1609 1007 300 299 3 0 0 0
Total C N O S
%5 85 206 1609 1007 300 299 3 0 0 0
e Molecule 56 is a protein called 40S ribosomal protein S6-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o0 H 226 1799 1129 346 321 3 0 0 0
Total C N O S
o0 56 218 1755 1102 337 313 3 0 0 0
e Molecule 57 is a protein called 40S ribosomal protein S7-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
01 184 1481 951 265 265 0 0 0
Total C N O
57 | s7 186 1491 957 267 267 0 0 0
e Molecule 58 is a protein called 40S ribosomal protein S8-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 ] 188 1480 925 208 264 2 0 0 0
Total C N O S
8 | 8 188 1480 925 208 264 2 0 0 0
e Molecule 59 is a protein called 40S ribosomal protein S9-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
59 K 185 1494 943 289 261 1 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

I 185 fZZT 923 21;19 2((31 ? 0 0 0
e Molecule 60 is a protein called 40S ribosomal protein S10-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
60 L %6 T;);;l 4;19 11;16 125 g 0 0 0
60 1 <0 %0 T706t8L 1 4;39 11;15 124 2 0 0 0

e Molecule 61 is a protein called 40S ribosomal protein S11-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
61 M 195 ?gtlzl 7(7]4 21?\)10 2(86 § 0 0 0
61 ] 146 ?igasl 737 21;11 1(9)7 § 0 0 0

e Molecule 62 is a protein called 40S ribosomal protein S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
62 N 124 1;30;81 5(6]0 1216 1(7)2 g 0 0 0
62 | «2 124 1;3058 l 5(6]0 1216 1(7)2 g 0 0 0

e Molecule 63 is a protein called 40S ribosomal protein S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
03 0 150 qu(iga; 7§9 21;]4 287 g 0 0 0
63 150 ?(1);21 7(;9 21;4 2%)7 g ¥ ¥ 0

e Molecule 64 is a protein called 40S ribosomal protein S14-B.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
64 P L T 0 0 0
64 | ot 128 Ts;ozfg l 5(832 1218 1(7)6 2 0 0 0

WO RLDWIDE
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e Molecule 65 is a protein called 40S ribosomal protein S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
05 Q 124 TS;O;? l 622 115\%12 1((36 3 0 0 0
65 | e 159 ?8?91 6?8 11;6 1(7)8 g 0 0 0

e Molecule 66 is a protein called 40S ribosomal protein S16-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
66 R 141 ?TE)ZI 7%8 21(\)13 1(34 0 0 0
06 | b 142 ﬁtﬁl 7(111 21(\)14 186 0 0 0

e Molecule 67 is a protein called 40S ribosomal protein S17-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o7 5 120 1;)02% 1 5(7]7 11;17 1?0 g 0 0 0
67 | o 7 Tsaogg 1 5§3 11;14 1C6)7 2 0 0 0

e Molecule 68 is a protein called 40S ribosomal protein S18-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
08 T 145 rf(iga; 733 21?\)17 2(1)0 g 0 0 0
08 | <8 145 1;(;;&21 723 21:\),17 2(1)0 g 0 0 0

e Molecule 69 is a protein called 40S ribosomal protein S19-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
69 v 143 111(1’23;1 6(934 21(\)18 2(38 g 0 0 0
0] @ 143 ?(1);&21 6(9}4 21518 2(88 g 0 0 ¥

e Molecule 70 is a protein called 40S ribosomal protein S20.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
0 v 107 855 539 156 159 1 0 0 0
Total C N O S
70 do 10 882 554 161 166 1 0 0 0
e Molecule 71 is a protein called 40S ribosomal protein S21-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
& W 87 684 420 125 137 2 0 0 0
Total C N O S
& dl 87 684 420 125 137 2 0 0 0
e Molecule 72 is a protein called 40S ribosomal protein S22-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
E X 129 1021 650 188 180 3 0 0 0
Total C N O S
E d2 129 1021 650 188 180 3 0 0 0
e Molecule 73 is a protein called 40S ribosomal protein S23-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
3 Y 144 1121 708 220 191 2 0 0 0
Total C N O S
3 d3 144 1121 708 220 191 2 0 0 0
e Molecule 74 is a protein called 40S ribosomal protein S24-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
& Z 134 1073 676 208 189 0 0 0
Total C N O
& d4 134 1073 676 208 189 0 0 0
e Molecule 75 is a protein called 40S ribosomal protein S25-A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
7 A 70 563 360 104 99 0 0 0
Continued on next page...
gPDB
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
[E d5 69 Tg);s l 3?7 11(\)13 f% 0 0 0
e Molecule 76 is a protein called 40S ribosomal protein S26-B.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
76 b o7 T706t§1 4(735 1120 129 ? 0 0 0
76 d6 o7 T706t§1 4(735 11;5]0 1(2)9 ? 0 0 0

e Molecule 77 is a protein called 40S ribosomal protein S27-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o ¢ 81 Eoltg | 322 111]0 1(1)3 § 0 0 0
AN T H IR

e Molecule 78 is a protein called 40S ribosomal protein S28-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR HEEERE
IEE-FYFHEEERE

e Molecule 79 is a protein called 40S ribosomal protein S29-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
7 ¢ b3 Tzfzf; l 2?4 91\; ;)2 zSL 0 0 0
IDERFE I HEEEEE

e Molecule 80 is a protein called 40S ribosomal protein S30-A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o |t ] w0 | | 0 | 0 |0
80| 02 o1 a0 100 80 1 0 0 0

WO RLDWIDE
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e Molecule 81 is a protein called Ubiquitin-40S ribosomal protein S31.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
81 & & 566 362 106 94 4 0 0 0

e Molecule 82 is a protein called Guanine nucleotide-binding protein subunit beta-like protein.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
82 h 318 gﬁl 15C44 411]9 4(7)0 2 0 0 0
82 | R 318 gzizl 15(314 411]8 4(7)2 2 0 0 0

e Molecule 83 is a protein called Ubiquitin-40S ribosomal protein S31.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

83 | el ol 1;)05?1 25139 ;\; ;)1 i 0 0 0

e Molecule 84 is osmium (IIT) hexammine (three-letter code: OHX) (formula: H;3NgOs).

OHX

N2

HN

N3

NH;

NTHN-— Os — NH
/OS

H.N NH.
N6 N5
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total N Os
84 1 1 . 6 1 0 0
Total N Os
84 1 1 . 6 1 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0




Page 30 Full wwPDB X-ray Structure Validation Report 50N6
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
84 1 1 To;al 1g1 Ols 0 0
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 1 1 To;al 1(\31 ?S 0 0
84 1 1 TO;al 1;51 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 To;al 12 Ols 0 0
84 1 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Cis 0 0
84 1 1 TO;al 12 Ols 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 12 (is 0 0
84 1 1 To;al 12 ?S 0 0
84 1 1 To;al 1g1 ?S 0 0
84 1 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 1 1 To;al 1(\3] Ols 0 0
81 | 1 1 To;al 1(\31 ?S 0 0
81 | 1 | To;al lg ?S 0 0
84 1 1 To;al lg ?S 0 0
34 1 1 Total Os 0 0
11
84 1 1 TO;al 1(\31 Ols 0 0
84 1 1 TO;al lg Ols 0 0
84 3 1 To;al 1(\31 ?S 0 0
84 3 1 TO;al 1;51 Ols 0 0
84 3 1 To;al 12 Ols 0 0
84 3 1 To;al 12 Ols 0 0
84 3 1 TO;al 12 ?S 0 0
84 3 1 TO;al 12 Cis 0 0
84 3 1 TO;al 12 Cis 0 0
84 3 1 TO;al 12 Cis 0 0
84 3 1 TO;al 12 Ols 0 0
84 4 1 To;al 12 ?S 0 0
84 4 1 To;al 12 (is 0 0
84 4 1 To;al 12 ?S 0 0
84 4 1 To;al 1g1 ?S 0 0
84 4 1 TO;al 1g1 Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
81 | 4 1 To;al 1(\3] Ols 0 0
81 | 4 1 To;al 1(\31 ?S 0 0
81 | 4 | To;al lg ?S 0 0
81 | 4 | To;al 1(\31 ?S 0 0
81 | 4 | TO;al lg Ols 0 0
84 4 1 TO;al 1(\31 Ols 0 0
84 4 1 TO;al lg Ols 0 0
84 4 1 To;al 1(\31 ?S 0 0
84 4 1 TO;al 1;51 Ols 0 0
84 4 1 To;al 12 Ols 0 0
84 4 1 To;al 12 Ols 0 0
84 k 1 TO;al 12 ?S 0 0
84 1 1 TO;al 12 Cis 0 0
84 r 1 TO;al 12 Cis 0 0
84 v 1 TO;al 12 Cis 0 0
84 x 1 TO;al 12 Ols 0 0
84 x 1 To;al 12 ?S 0 0
84 v 1 To;al 12 (is 0 0
84 2 1 To;al 12 ?S 0 0
84 P 1 To;al 1g1 ?S 0 0
81 | 6 | To;al 1(\;] Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
84 | 6 1 To;al 1(\3] Ols 0 0
81 | 6 1 To;al 1(\31 ?S 0 0
81 | 6 | To;al lg ?S 0 0
84 | 6 | To;al 1(\31 ?S 0 0
84 | 6 | TO;al lg Ols 0 0
84 6 1 TO;al 1(\31 Ols 0 0
84 6 1 TO;al lg Ols 0 0
84 6 1 To;al 1(\31 ?S 0 0
84 6 1 TO;al 1;51 Ols 0 0
84 6 1 To;al 12 Ols 0 0
84 6 1 To;al 12 Ols 0 0
84 6 1 TO;al 12 ?S 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Ols 0 0
84 6 1 To;al 12 ?S 0 0
84 6 1 To;al 12 (is 0 0
84 6 1 To;al 12 ?S 0 0
84 6 1 To;al 1g1 ?S 0 0
81 | 6 | To;al 1(\;] Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
84 | 6 1 To;al 1(\3] Ols 0 0
81 | 6 1 To;al 1(\31 ?S 0 0
81 | 6 | To;al lg ?S 0 0
84 | 6 | To;al 1(\31 ?S 0 0
84 | 6 | TO;al lg Ols 0 0
84 6 1 TO;al 1(\31 Ols 0 0
84 6 1 TO;al lg Ols 0 0
84 6 1 To;al 1(\31 ?S 0 0
84 6 1 TO;al 1;51 Ols 0 0
84 6 1 To;al 12 Ols 0 0
84 6 1 To;al 12 Ols 0 0
84 6 1 TO;al 12 ?S 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Ols 0 0
84 6 1 To;al 12 ?S 0 0
84 6 1 To;al 12 (is 0 0
84 6 1 To;al 12 ?S 0 0
84 6 1 To;al 1g1 ?S 0 0
81 | 6 | To;al 1(\;] Ols 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
84 | 6 1 To;al 1(\3] Ols 0 0
81 | 6 1 To;al 1(\31 ?S 0 0
81 | 6 | To;al lg ?S 0 0
84 | 6 | To;al 1(\31 ?S 0 0
84 | 6 | TO;al lg Ols 0 0
84 6 1 TO;al 1(\31 Ols 0 0
84 6 1 TO;al lg Ols 0 0
84 6 1 To;al 1(\31 ?S 0 0
84 6 1 TO;al 1;51 Ols 0 0
84 6 1 To;al 12 Ols 0 0
84 6 1 To;al 12 Ols 0 0
84 6 1 TO;al 12 ?S 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Cis 0 0
84 6 1 TO;al 12 Ols 0 0
84 6 1 To;al 12 ?S 0 0
84 6 1 To;al 12 (is 0 0
84 6 1 To;al 12 ?S 0 0
84 6 1 To;al 1g1 ?S 0 0
81 | 6 | To;al 1(\;] Ols 0 0
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