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PDBID : 6183 / pdb_00006t83
EMDB ID : EMD-10398
Title : Structure of yeast disome (di-ribosome) stalled on poly(A) tract.
Authors : Tesina, P.; Buschauer, R.; Cheng, J.; Berninghausen, O.; Becker, R.; Beck-
mann, R.
Deposited on  : 2019-10-24
Resolution : 4.00 A(reported)

This is a wwPDB EM 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/EM ValidationReportHelp
with specific help available everywhere you see the (1) 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:

EMDB validation analysis : 0.0.1.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 4.00 A.

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

Metric Percentile Ranks Value
Clashscore NN - 13
Ramachandran outliers (] I 0.5%
Sidechain outliers NN | D .49
RNA backbone N W 0.36
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score N | | M 0.372

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -
Q-score - 25397 7587 ( 3.50 - 4.50 )

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the 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 EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 2b 1800 = 41% 39% 19%
1 a 1800 - 41% 40% 16%
2 Ab 252 53% 29% BT T

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

Mol | Chain | Length Quality of chain
5%
2 b 252 52% 20% P T/
3 Ba 255 53% 33% %
31%
3 C 255 58% 27% s
4 Pb 142 . 58% 24% tlasw
35%
4 q 142 54% 29% T
5 Cb 254 58% 26% T 7
8%
5 d 254 52% 34% L7
6 Db 240 . 62% 30% %
15%
6 e 240 64% 28% %
7 Eb 261 60% 39% R
15%
7 f 261 r— 64% 36%
8 Fb 225 . 53% 38% %
13%
8 g 225 54% 37% 8%
9 Gb 236 67% 20% e
21%
—— E—
9 h 236 53% 38% . 8%
10 Hb 190 68% 27% o
38%
. T ——————————— —
10 1 190 61% 34% -
11 Ib 200 58% 35% 6%
20%
. —— —
11 ] 200 57% 36% 6%
12 Jb 197 . 64% 28% T
14%
12 k 197 — 60% 33% %
13 Kb 105 . 64% 23% T 7
5%
13 1 105 — 73% 13% . 12
14 Lb 156 - 67% 26% %
33%
T — —
14 m 156 66% 28% 6%

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

Mol | Chain | Length Quality of chain
5%
15 Mb 143 40% 43% P 7
38%
15 n 143 61% 24% P 7
16 Nb 151 . 61% 37% -
1%
16 0 151 58% 41% .
17 Ob 137 65% 27% %
21%
17 p 137 65% 27% TT%
18 | Qb 143 | " S5 0% -
8%
18 r 143 51% 46% =
19 Rb 136 65% 22% P 7
19%
19 S 136 E—— 58% 33% T
20 Sb 146 . 60% 38% o
26%
I -
20 t 146 53% 45% .
21 Th 144 54% 44% -
4%
21 1 144 | — = .
22 Ub 121 52% 29% . 17%
7%
22 v 121 38% 42% - 17%
23 Vb 87 63% 37%
5%
23 w 87 57% 43%
24 Wb 130 66% 33% .
6%
24 X 130 60% 39% N
25 Xb 145 65% 32% -
10%
25 y 145 66% 32% -
26 Yhb 135 = 60% 39% -
7%
26 7 135 54% 43% o
16%
27 0 108 34% 30% 36%

Continued on next page...



Page 5

wwPDB EM Validation Summary Report

EMD-10398, 6T83

Continued from previous page...

Mol | Chain | Length Quality of chain
5%
27 Zb 108 52% 24% 24%
9%
28 1 119 45% 35% 18%
28 ab 119 52% 24% 18%
35%
T ————— n
29 2 82 59% 40% .
29 bb 82 57% 40% -
20%
L I
30 4 56 41% 45% 9% 5%
30 db 56 50% 45% 5%
14%
31 5 63 | T To 35% ——
31 eb 63 - 62% 33% 5%
18%
e
32 6 152 33% 15% 52%
32 b 152 = 29% 18% 52%
70%
I -
33 7 319 67% 31% .
33 gb 319 . 60% 38% B
5%
34 3 67 48% 46% 6%
34 cb 67 - 64% 30% 6%
35 4b 121 52% 39% %
35 Bb 121 52% 38% 0%
36 3b 158 55% 31% e
36 Ca 158 48% 37% B V17
37 Ay 254 66% 32% -
5%
37 Da 254 67% 32% .
38 By 387 " 61% 38% .
38 Ea 387 = 68% 32%
39 Cy 362 63% 36% .
39 Fa 362 . 59% 39% .

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

Mol | Chain | Length Quality of chain
40 Dy 297 55% 44% =
40 Ga 297 n 63% 36% :
41 Ey 176 60% 34% S5%
41 Ha 176 52% 38% T
42 Fy 244 64% 26% 0%
42 Ta 244 i 64% 27% 9%
43 Gy 256 n 68% 23% 0%
43 Ja 256 - 66% 25% o
44 Hy 191 i 70% 29% N
44 Ka 191 i 68% 32% .
45 | Iy 921 08 T1% .
45 La 221 n 54% 40% 5%
6 | Iy 174 | ° = - -

8%

46 Ma 174 61% 34% v
47 Ly 199 58% 37% Y
47 Na 199 n 60% 34% T
48 My 138 58% 41% .
48 Oa 138 64% 35% .
49 Ny 204 59% 39% .
49 Pa 204 59% 39%
50 Oy 199 62% 36% -
20 Qa 199 A 62% 36% -
51 A 184 i 66% 29% %
o1 Py 184 n 66% 34% :
52 | B 186 | S = .

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

Mol | Chain | Length Quality of chain
52 Qy 186 63% 36% :
53 C 189 —_— 69% 28% -
53 Ry 189 - 75% 23% ..
o4 D 172 - 66% 34%
54 Sy 172 71% 28% .
55 | E 160 | "™ 56 ™= :
55 Ty 160 61% 38% -
56 F 121 - 59% 22% tTow
56 | Uy 121 ST o —
o7 G 137 = 59% 39% B
Y Vy 137 i 69% 31% :

5%

58 H 155 68% 15% Cr 3%
58 | Wy 155 —_— I T ———
59 | 1 142 |* = T ——
59 Xy 142 57% 28% 5%
60 | J 127 | ® = ™ -
60 Yy 127 57% 39% Y
61 K 136 n 64% 35% =
61 Zy 136 70% 29% .
62 L 149 i 58% 38% o
62 ay 149 65% 33% -
63 M 59 = 68% 27% o
63 by 59 n 68% 27% -
64 N 105 - 65% 30% %
64 cy 105 61% 30% %

Continued on next page...
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Mol | Chain | Length Quality of chain
65 0 13 | 7 5% e
65 dy 113 " 62% 35% -
66 P 130 = 63% 35% N
66 ey 130 70% 28% B
67 Q 07 | ® 5o So% :
67 fy 107 64% 36% .
7%
68 R 121 62% 31% “T%
68 gy 121 = 62% 30% ST
69 S 120 | " so 33% :
69 hb 120 = 71% 26% -
70 T 100 | ™ oo 7% :
70 ib 100 | " oo 1% :
71 U 88 61% 32% %
71 jb 88 59% 38% -
72 Vv 78 - 67% 31% -
72 kb s " 0 32% :
73 W 51 65% 33% =
73 Ib 51 57% 41% =
74 X 128 = 26% 15% 59%
74 mb 128 . 26% 15% 59%
24%
75 Y 25 80% 20%
75 nb 25 - 80% 20%
5%
76 V4 106 66% 33% R
76 ob 106 68% 28% -
5%
77 aa 92 73% 25% -

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

Mol | Chain | Length Quality of chain
77 pb 92 = 66% 33% .
78 1b 3396 | " 2 7% ——
78 Aa 3396 . 2% 38% Tl 8%
79 6b 76 . 58% 37% "5%
1%
79 8 76 — 67% 28% "5%
28%
..
80 ba 311 34% 11% 56%
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2 Entry composition (i)

There are 80 unique types of molecules in this entry. The entry contains 401820 atoms, of which
0 are hydrogens and 0 are deuteriums.

In the tables below, 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 18S rRNA.

Mol | Chain | Residues Atoms AltConf | Trace
b 2 | 16272 e 12213 17 0 0
! § 1758 ?T;)zfgé 16(7345 661\;4 12(?328 1;;8 0 0
e Molecule 2 is a protein called 40S ribosomal protein SO-A.

Mol | Chain | Residues Atoms AltConf | Trace
2| A | o o s o | 0|
2| b | ] R s s 2| 0|
e Molecule 3 is a protein called 40S ribosomal protein S1-A.

Mol | Chain | Residues Atoms AltConf | Trace
3 | ba 226 ?%Zl 11(239 3@0 3(2)5 zSL 0 0
3 ¢ 216 ?(;t;;l 1(%1 311]2 3(1)5 zSL 0 0
e Molecule 4 is a protein called 40S ribosomal protein S15.

Mol | Chain | Residues Atoms AltConf | Trace
4 Pb 17 gofg 1 533 11;11 1(5)5 s 0 0
4 q 119 Tg)o?fg 1 535 11;16 121 ? 0 0

e Molecule 5 is a protein called 40S ribosomal protein S2.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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Mol | Chain | Residues Atoms AltConf | Trace
g Cb 216 1;(()5;&61 10(312 2§7 285 2 0 0

5| d L VA 0 0
e Molecule 6 is a protein called 40S ribosomal protein S3.

Mol | Chain | Residues Atoms AltConf | Trace
0 bb 222 ?;t;;l 1(%8 311]2 3(1)3 2 0 0

0 ¢ 223 ?%Zl 11(3)1 311]3 3?4 2 0 0
e Molecule 7 is a protein called 40S ribosomal protein S4-A.

Mol | Chain | Residues Atoms AltConf | Trace
’ Eb 258 g(())g%l 1?%8 3217 3(;8 g 0 0

7 f 260 gggzl 1?(;16 32]9 3(630 g 0 0
e Molecule 8 is a protein called Rpsbp.

Mol | Chain | Residues Atoms AltConf | Trace
8| Fb 06| Jan 1005 200 208 3 0 0

i & 206 f(ééagl 1(%7 31(\)Io 2(9)9 g 0 0
e Molecule 9 is a protein called 40S ribosomal protein S6-A.

Mol | Chain | Residues Atoms AltConf | Trace
9 | ©b 28|l s s a3 0 0

9] n i 0 0
e Molecule 10 is a protein called 40S ribosomal protein S7-A.

Mol | Chain | Residues Atoms AltConf | Trace

10 Hb 184 ?Zt%l 95136 21(\313 2((?4 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
: Total C N @)
10 ! 185 1486 954 266 266 0

e Molecule 11 is a protein called 40S ribosomal protein S8-A.

Mol | Chain | Residues Atoms AltConf | Trace
1 Ib 187 11122&61 9(136 212\)15 223 g 0 0
W3] e g s ot a | 0| O

e Molecule 12 is a protein called 40S ribosomal protein S9-A.

Mol | Chain | Residues Atoms AltConf | Trace
12 Ib 18d ?Z%l 9?5 21:315 2(;8 ? 0 0
12 k 185 ?Zgjll 923 212\3]9 2(6?1 ? 0 0

e Molecule 13 is a protein called 40S ribosomal protein S10-A.

Mol | Chain | Residues Atoms AltConf | Trace
13 Kb 92 FI;)E;ESI 4§7 11;2 121 52; 0 0
13 : 92 T7Oéfil 4(738 11;1 l(i() g 0 0

e Molecule 14 is a protein called 40S ribosomal protein S11-A.

Mol | Chain | Residues Atoms AltConf | Trace
14 Lb 144 ?(it;;l 722 21119 185 § 0 0
4 m 46| 1 a7 o 107 3 0 0

e Molecule 15 is a protein called 40S ribosomal protein S12.

Mol | Chain | Residues Atoms AltConf | Trace
15| Mb [ T ; 0
oo 20| G0 s 1 17 o 0 ¥
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e Molecule 16 is a protein called 40S ribosomal protein S13.

Mol | Chain | Residues Atoms AltConf | Trace
16 Nb 150 ?(igzl 7?9 21;4 2(37 2 0 0
10 © 150 ?1)521 7?9 21;14 2%)7 2 0 0

e Molecule 17 is a protein called 40S ribosomal protein S14-A.

Mol | Chain | Residues Atoms AltConf | Trace
17 Ob 127 TE;Oth l 5%9 115\315 1((?9 2 0 0
17 P 128 T904ts§L l 5;12 11;;8 1(7)6 § 0 0

e Molecule 18 is a protein called 40S ribosomal protein S16-A.

Mol | Chain | Residues Atoms AltConf | Trace
18 Qb 141 1;(;8&51 7%38 21(\)13 184 0
18 I A 0

e Molecule 19 is a protein called 40S ribosomal protein S17-B.

Mol | Chain | Residues Atoms AltConf | Trace
IR T HERE
19 i 125 1;88%1 625 118\318 125 g 0 0
e Molecule 20 is a protein called 40S ribosomal protein S18-A.

Mol | Chain | Residues Atoms AltConf | Trace
20 Sb 145 ?1);&21 75133 21;;7 2(1)0 2 0 0
200t 145 ?1);&21 723 21§7 2(1)0 g 0 0

e Molecule 21 is a protein called 40S ribosomal protein S19-A.

EMD-10398, 6183
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 b 143 1112 694 208 208 2 0 0
Total C N O S
21 b 143 1112 694 208 208 2 0 0
e Molecule 22 is a protein called 40S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 Ub 100 797 506 144 146 1 0 0
Total C N O S
22 v 101 805 512 145 147 1 0 0
e Molecule 23 is a protein called 40S ribosomal protein S21-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 Vb 81 673 415 125 131 2 0 0
Total C N O S
23 W 87 684 420 125 137 2 0 0
e Molecule 24 is a protein called 40S ribosomal protein S22-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 | Wb 129 1021 650 188 180 3 0 0
Total C N O S
24 1 x 129 1021 650 188 180 3 0 0
e Molecule 25 is a protein called 40S ribosomal protein S23-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 Xb 144 1121 708 220 191 2 0 0
Total C N O S
25 Y 144 1121 708 220 191 2 0 0
e Molecule 26 is a protein called 40S ribosomal protein S24-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
26 Yb 134 1073 676 208 189 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
20 i 134 ?8%1 6(716 21(\)18 129 0 0
e Molecule 27 is a protein called 40S ribosomal protein S25-A.

Mol | Chain | Residues Atoms AltConf | Trace
27 Zb 82 T(‘)’05t fl 4(116 11;13 1(1)2 0 0
27 0 69 T5OE')t§1 3(537 11(\)13 E% 0 0
e Molecule 28 is a protein called 40S ribosomal protein S26-A.

Mol | Chain | Residues Atoms AltConf | Trace
28 | ab o7 1;);; | 4?5 1120 1(2)9 § 0 0
28 : o7 Ij;)fitgl 4?5 11;5]0 1(2)9 § 0 0
e Molecule 29 is a protein called 40S ribosomal protein S27-A.

Mol | Chain | Residues Atoms AltConf | Trace
29 bb 81 1;50;8 l 3(832 111]0 1(1)3 i 0 0
29 2 81 rléf(? l 3(8]2 11110 1(1)3 § 0 0
e Molecule 30 is a protein called 40S ribosomal protein S29-A.

Mol | Chain | Residues Atoms AltConf | Trace
wlm | n [ NTET
IR HERE
e Molecule 31 is a protein called 40S ribosomal protein S30-A.

Mol | Chain | Residues Atoms AltConf | Trace
3L} eb 00 s a0 o7 701 0 0
Sbp o 00 0 o 711 0 0
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e Molecule 32 is a protein called Ubiquitin-40S ribosomal protein S31.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 b 3 556 352 105 95 4 0 0
Total C N O S
32 0 3 556 352 105 95 4 0 0

e Molecule 33 is a protein called Guanine nucleotide-binding protein subunit beta-like protein.

Mol | Chain | Residues Atoms AltConf | Trace
33 gb 312 53231 15C14 41(\)19 4(5)2 2 0 0
33 7 313 TQZE)? 15CZl 411]1 423 g 0 0

e Molecule 34 is a protein called 40S ribosomal protein S28-B.

Mol | Chain | Residues Atoms AltConf | Trace
wl o | @ | a1 | 0|0
IR FY K

e Molecule 35 is a RNA chain called 5S rRNA.

Mol | Chain | Residues Atoms AltConf | Trace
35 4b 121 TQ‘gt;;l 11052 41(\311 825 1P2)1 0 0
35 Bb 121 TQ‘gt;;l 11052 41(\311 825 1P2)1 0 0

e Molecule 36 is a RNA chain called 5.8S rRNA.

Mol | Chain | Residues Atoms AltConf | Trace
36 3b 108 ggg 15%0 52]6 13)9 1P5)8 0 ¥
6. Ca 57| s w0 s 01 157 0 0

e Molecule 37 is a protein called 60S ribosomal protein L2-A.
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Mol | Chain | Residues Atoms AltConf | Trace
3| Ay 251 ?ggaél 11(532 315\3]5 3(3)1 ? 0 0
37| Da 202 ?giazl 11(5390 312\318 3(;3 ? 0 0
e Molecule 38 is a protein called 60S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
8 | By 586 gg%l 19050 512\3]4 5(??3 2 0 0
38 | Ea 586 gg%l 19050 512\314 523 2 0 0
e Molecule 39 is a protein called 60S ribosomal protein L4-A.
Mol | Chain | Residues Atoms AltConf | Trace
39 Gy 361 5?121 17ng 51;2 4(34 g 0 0
39| Fa I 0 0
e Molecule 40 is a protein called 60S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
401 Dy 294 ggtﬁl 14084 41110 4(5)5 g 0 0
0| Ga 294 ggg;l 14089 41112 4(5)6 g 0 0
e Molecule 41 is a protein called 60S ribosomal protein L6-A.
Mol | Chain | Residues Atoms AltConf | Trace
4l By 167 f?f%l 820 21;4 2(2)8 ? 0 0
4| Ha 157 ?2)?1&81 8(56 21;]4 2?7 ? 0 ¥
e Molecule 42 is a protein called 60S ribosomal protein L7-A.
Mol | Chain | Residues Atoms AltConf | Trace
42 Fy 222 f?gil 11(231 3§4 388 ? 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace

2] I 223 ?;stil 11C55 3§5 3(1)0 ? 0 0
e Molecule 43 is a protein called 60S ribosomal protein L8-A.

Mol | Chain | Residues Atoms AltConf | Trace
3 Gy 233 ?ggil 11051 31;3 3(2)7 g 0 0
3] Ja 231 f?tefél 11%0 311]6 3(1)4 g 0 0

e Molecule 44 is a protein called 60S ribosomal protein L9-A.

Mol | Chain | Residues Atoms AltConf | Trace
44 Hy 191 ?ggazsl 9?7 21;14 2(7)3 ASL 0 0
4] Ka 190 ??1%1 9?7 21;13 2(7)6 i 0 0

e Molecule 45 is a protein called 60S ribosomal protein L10.

Mol | Chain | Residues Atoms AltConf | Trace
By 218 ?%T 11C17 313\34 3(86 2 0 0
5] La 209 ?gg%l 1(?77 3151 283 g 0 0

e Molecule 46 is a protein called 60S ribosomal protein L11-A.

Mol | Chain | Residues Atoms AltConf | Trace
461 Jy 169 ?gg%l 826 21;)]3 227 i 0 0
6| Ma 169 | 1oty sr oms om0 4 0 0

e Molecule 47 is a protein called 60S ribosomal protein L13-A.

Mol | Chain | Residues Atoms AltConf | Trace
a7 Ly 193 ?ggl 9(52 31115 2(6)6 0 0
47| Na 90| 20 g as 207 0 0
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e Molecule 48 is a protein called 60S ribosomal protein L14-A.

Mol | Chain | Residues Atoms AltConf | Trace
s My 156 ?ggl 6?5 11;9 1(7)7 2 0 0
8] Oa 137 ?8?91 6?8 21(\)Io 1(7)9 2 0 0

e Molecule 49 is a protein called 60S ribosomal protein L15-A.

Mol | Chain | Residues Atoms AltConf | Trace
91 Ny 203 ?(;g%l 1(?77 31(;]1 2(8)1 ? 0 0
9] Pa 203 ?;;%1 10C77 316\3]1 2(8)1 ? 0 0

e Molecule 50 is a protein called 60S ribosomal protein L16-A.

Mol | Chain | Residues Atoms AltConf | Trace
501 Oy 197 ?gga; 10%3 215\3]9 2(6)2 ? 197 0
50 Qa 197 ?gg;l 1(%3 215\3]9 2(6)2 ? 0 0

e Molecule 51 is a protein called 60S ribosomal protein L17-A.

Mol | Chain | Residues Atoms AltConf | Trace
2 Py 183 ?thél 8?9 215\314 2(533 0 0
ol A 175 rfgt%l 8?6 21;3 229 0 0

e Molecule 52 is a protein called 60S ribosomal protein L18-A.

Mol | Chain | Residues Atoms AltConf | Trace
21 185 ?ZZI 9%38 21;)10 221 2 0 0
52 B 185 ?ZZ?[I 9(0]8 215\;0 221 g 0 0

e Molecule 53 is a protein called 60S ribosomal protein L19-A.
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Mol | Chain | Residues Atoms AltConf | Trace
53 | Ry 188 ?gtla; 9;32 31;3 220 0 0
53 C 183 ?Zg;l 9(131 31;10 2(5)1 0 0

e Molecule 54 is a protein called 60S ribosomal protein L20-A.

Mol | Chain | Residues Atoms AltConf | Trace
o Sy 1 ?Z;I 935 21(\316 223 § 0 0
IR Y HIEEE

e Molecule 55 is a protein called 60S ribosomal protein L21-A.

Mol | Chain | Residues Atoms AltConf | Trace
g Ty 159 ?gt%l 835 214\116 2(2)1 i 0 0
g k 159 ?;t?%l 8(035 214\1]6 2(2)1 ZSL 0 0

e Molecule 56 is a protein called 60S ribosomal protein L22-A.

Mol | Chain | Residues Atoms AltConf | Trace
56 | Uy 100 T709tg l 5?6 11:;]1 129 0 0
o0 K 08 T707t§ l 5(55 11;]7 126 0 0

e Molecule 57 is a protein called 60S ribosomal protein L23-A.

Mol | Chain | Residues Atoms AltConf | Trace
T W 156 ?8821 6(;8 11;]9 1(7)9 g 0 0
o7 G 134 TS;OQt; l 6(233 1217 1(7)6 § 0 ¥

e Molecule 58 is a protein called 60S ribosomal protein L24-A.

Mol | Chain | Residues Atoms AltConf | Trace

8 | Wy 126 T804tg l 5?2 11(\5]7 129 ? 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace

T B
e Molecule 59 is a protein called 60S ribosomal protein L25.

Mol | Chain | Residues Atoms AltConf | Trace
0 Xy 121 Tfao()’tj 1 6(210 1129 1(7)3 g 0 0
o 1 Gy e o | 0|0

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

Mol | Chain | Residues Atoms AltConf | Trace
60 Yy 125 gostj | 630 11;)11 1(7)3 0 0
60 J 124 1;)0;2 1 6?4 115\)10 1(7)2 0 0

e Molecule 61 is a protein called 60S ribosomal protein L27-A.

Mol | Chain | Residues Atoms AltConf | Trace
6L | Zy 155 38531 7(1]0 21(\)12 120 0 0
61 K 135 1118;31 7(1]0 21(\)12 1(220 0 0

e Molecule 62 is a protein called 60S ribosomal protein LL28.

Mol | Chain | Residues Atoms AltConf | Trace
621 oy 8| 1% 7a0 am 100 3 0 0
62| L 8| 1% 70 a3 100 3 0 0

e Molecule 63 is a protein called 60S ribosomal protein L.29.

Mol | Chain | Residues Atoms AltConf | Trace
63 1 by o8 s %0 100 7 0 0
651 M o8 W %0 100 7 0 0
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e Molecule 64 is a protein called 60S ribosomal protein L30.

Mol | Chain | Residues Atoms AltConf | Trace
64 < %6 T703t7a l 4?6 11;13 1(:’37 ? 0 0
64 N 100 T706t?l 432 11;18 151)6 ? 0 0

e Molecule 65 is a protein called 60S ribosomal protein L31-A.

Mol | Chain | Residues Atoms AltConf | Trace
65 dy 109 T807t(§L l 5?6 11(\317 1(5)2 ? 0 0
65 O 109 T808t§L l 5?9 11(\317 1(5)6 ? 0 0

e Molecule 66 is a protein called 60S ribosomal protein L32.

Mol | Chain | Residues Atoms AltConf | Trace
061 ey 127 ?gtf;l 65134 21(\)15 127 ? 0 0
66 P 127 ?gt;)l 627 21(\)15 1C6)7 ? 0 0

e Molecule 67 is a protein called 60S ribosomal protein L33-A.

Mol | Chain | Residues Atoms AltConf | Trace
67 by 106 1;3053 | 530 1125 124 ? 0 0
o] Q| | o e a0 |

e Molecule 68 is a protein called 60S ribosomal protein L34-A.

Mol | Chain | Residues Atoms AltConf | Trace
08 | & 1z 1;30;8 l 551]5 11;19 1(5)2 zSL 0 0
08 R 112 20;31 55135 11;19 1(5)2 ZSL 0 0

e Molecule 69 is a protein called 60S ribosomal protein L35-A.

EMD-10398, 6183
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 hb 119 969 615 186 167 1 0 0
Total C N O S
69 S 119 965 612 185 167 1 0 0
e Molecule 70 is a protein called 60S ribosomal protein L36-A.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
0 b % 766 478 154 132 2 0 0
Total C N O S
0T % 770 481 156 131 2 0 0
e Molecule 71 is a protein called 60S ribosomal protein L37-A.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
& ib 85 670 408 146 111 5 0 0
Total C N O S
7 U 82 650 396 142 107 5 0 0
e Molecule 72 is a protein called 60S ribosomal protein L38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
2| kb v 612 391 115 106 0 0
Total C N O
7V m 608 388 114 106 0 0
e Molecule 73 is a protein called 60S ribosomal protein L39.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
£ b o0 436 272 97 65 2 0 0
Total C N O S
3 w o0 436 272 97 65 2 0 0

e Molecule 74 is a protein called Ubiquitin-60S ribosomal protein L40.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& mb 52 417 259 86 67 5 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
x| 8 [WONTT L [
e Molecule 75 is a protein called 60S ribosomal protein L41-A.

Mol | Chain | Residues Atoms AltConf | Trace
| mb 25 1;0;3 1 1?9 61\; 207 ? 0 0
Y 5 s memaw 1| 0|0
e Molecule 76 is a protein called 60S ribosomal protein L42-A.

Mol | Chain | Residues Atoms AltConf | Trace
6| ob 08|90 e e s s 0 0
76 z 105 goélt’? 1 5?4 11;0 1(??8 § 0 0

e Molecule 77 is a protein called 60S ribosomal protein L43-A.

Mol | Chain | Residues Atoms AltConf | Trace
o] oph ol T60;Z l 4(2]9 11;]8 1(2)1 2 0 0
T ea ol 1;3052 l 4(2]9 11§8 1(2)1 2 0 0

e Molecule 78 is a RNA chain called 25S rRNA.

Mol | Chain | Residues Atoms AltConf | Trace
& 1b 3184 gggg} 3051315 121;159 22C2)33 311;4 0 0
8| Aa 3127 6T608t$ 29278 121(\)166 21320 31127 0 0

e Molecule 79 is a RNA chain called tRNA.

Mol | Chain | Residues Atoms AltConf | Trace
7 6b 76 ?(()itlaél 7(231 215\311 5(?38 7% 0 0
7 8 76 ??1%1 721 21&\311 528 72 0 0

WO RLDWIDE

PROTEIN DATA BANK




Page 25 wwPDB EM Validation Summary Report EMD-10398, 6 T83

e Molecule 80 is a protein called 60S acidic ribosomal protein PO.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 ba 138 1052 672 187 190 3 0 0
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19%

39%

wwPDB EM Validation Summary Report
A red diamond above a residue indicates a poor fit to the EM map for

this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any

41%

~
—
o

atom inclusion in map 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
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
shown in grey.

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the

3 Residue-property plots (i)

and red = 3 or more.
e Molecule 1: 18S rRNA
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e Molecule 2: 40S ribosomal protein S0-A
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e Molecule 3: 40S ribosomal protein S1-A
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e Molecule 3: 40S ribosomal protein S1-A
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e Molecule 4: 40S ribosomal protein S15
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e Molecule 4: 40S ribosomal protein S15

35%

16%

29%

54%

Chain q:

— [
~ ~
= A

[
©
=

~
©
<

OO OOOOOO
ool
&

<>
+<ﬂ‘
g.

(4!

i

LTR

.o 2

0 6219
0 Prast

YCIL
CTIL

9111

6.LH

e Molecule 5: 40S ribosomal protein S2
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e Molecule 32: Ubiquitin-40S ribosomal protein S31
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e Molecule 32: Ubiquitin-40S ribosomal protein S31
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e Molecule 33: Guanine nucleotide-binding protein subunit beta-like protein
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T0€7T

vecn
€62V

06CA

—
6%

30%

64%

Chain cb:

0 194
0 594

194

65S

2sa

0S84
674

L%d

e Molecule 34: 40S ribosomal protein S28-B

SPY
478

<>

——
6%

46%

48%

6%

Chain 3: —

¢

e Molecule 35: 5S rRNA

9%

39%

52%

Chain 4b:

0Z1d

LITV
9110
ST1D
v
€110

1110
€0TY
oty
TOTD
66D
760
€60
{434

06n
68D

e Molecule 35: 5S rRNA

10%

L

38%

e

52%

Chain Bb:

089

LLD

SLD
%0

690

9V
zon

el 4
il

0sn
67D

L%
Eid
SYY
%0

(444
g
0%d
LED

zen

62D
82D

92D
S¢D

Ll

91N
STD

eTv

01D

ke
o

oM & Ww o

™

1210

6110

vrIn
€110
(435

101D
001D
66D

e Molecule 36: 5.8S rRNA

L6V
960

S$8D

14%

31%

55%

Chain 3b:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

L

Page 46

oen
68V

%80

T80
08Y

S.LD

3

0LD

€99

09n

1

67D

i

S0

oY

8€N
LEV
9€D
SED

Len

©
N
=}

o - o © ~ g
o - N
<O < o< B

o & W
<< O D

81N

0GTD
6TV

+

evIn

: 5.8S rRNA

e Molecule 36

14%

37%

48%

Chain Ca

-

980

0
Y
o

80

8LD
LLY

SLD
LY
TLY
0LD
690

7on

09n

96D

[ — o -
o < < [Te}
o < o o

~
™
<

©
o
o

6cn
82D

i

44
€zn
zen
120

3

STD

110
otV

981N

60S ribosomal protein L2-A

e Molecule 37

32%

66%

€2TS

0zzd

002y
66TL

Y6IN

T611

88TH

v81Yd

08T1

A%
€LTD

0LTVY
69TI
89TA

99TI
S9TA

€974

1910
0918
6318

95T

PO HNMYWON N
ANOO®M®H OO o
B B B B B B T B T B R
E<NOE>>HHH A

STV

€2TY
czcia
121D

L1743
9TTA

0szd
6%CS

v¥ed
eVl
[444:¢
ovey
T€cs

82TH
praas

60S ribosomal protein L2-A

e Molecule 37

32%

67%

5%
L

Chain Da

TOTA

961
S6S

881
78l
6LN
8LV
LLT
2%

0.4

893
LK

S9a

%0

€10

9TCH
STZN

€12D

TTCH

802a
L0TA

002y

€674

L8TH

€81
28TV

08171
6L11

LLTY

69TI

791D
€974

09Ts

98T

2SS

9vIL

6ETH

CEIN

62TV
82TY

ecia
121D

L1713

CcITI
TT1L

LOTA

7011

s

0szh
6¥%CS

€vTL
{4448

60S ribosomal protein L3

ovey

LeTT
9€TD

e Molecule 38

veen
€ezh

pXa4-s

veTl
€2CS

6121

38%

61%

Chain By

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 47

9TTH

0TT1T
60TH

90TM

YOTL
€0TL
(4%

00TH

oSy
674
87D

ovd
S7S

VA
LEY

9€d
Sea

[43]

80CZA
0TS
90za
S0zZA

86TH
96TH
S6TV
v6TM
0674
1818
0813d

6LTY
8L11

9LTV

YLIA

69TL

L9Td
9971

Z9TA
1911
09TA
6314
8STA

€911

TSTI
0STH

PAAS
9vTH

(47444
1545

6ETH
8ETV
LETA

SETY
veTS

TETL

62TV
8CTA

8114
L1Td

€62N
cecy
Teca
062d

1823

e
€8CK

08CH
62N

k4

S.2H
.28

9GCH

4

1120

0 18€71

98ed

€8€T
¢8EL

LLEH

vLEY
€Led

L

89€D

99€d

6S€T

LSeX

vSen
€5€d

0SeV

L¥ES
9veL

TYeT

ovex
6€€Yd
8EET

60S ribosomal protein L3

GeeI
veed

0€ED

szeN

L1€1
91€d

€TEH
TIEA

80E€W

€0eX

00€Y

L6TS

S62V

e Molecule 38

32%

68%

Chain Ea

SLY

89H
194
993
998

9ed

0sey

9%C1

et

9€TH

4
gecn
(44"
G2
i4an
548
80CA

028
902a

vocy

0673

8811
1818

081d

YL
€270

69TL

99TI

S9TD
Y9TL

1911

TSTI
0STY

8¥TT

47420

62TV
8TTA
LT

T2IN
0T
6TTA

SPEN

EVEX
cveT
TvES

8EET
LEEL
9EEA

veed
£EEN

TEEN

8CEI
L2€0

Tced
91€d
E€TEH
80EN

£0€X

182X
782y
T8¢y
9,21
€LCH
692d
992

oA
€9CS

6SCH
85TV

9SCH

e¢seI

60S ribosomal protein L4-A

e Molecule 39

36%

63%

Chain Cy

L1743

TOTV

66N
864

26N

Z8L

8.LD
LLA

LI
€Ld

198

el
€ea

TeY

6cd
8V

924
SCA

0z1

STV
714

981X

LL1a
9.18

19TV
99TA

vo1a
€9TA
29TL

pAsixc
9STT

TSTA
0STT

8%TI

SYTI

8ETYH

8CTV

SeTv
48

cTIL

617Y
8TTA

80€)1
L0€b

€0€D

00€Y

¥8cs
€8CL
28CS

0821

L9ZA
99CL

v9¢s

Ll

8¥CA

9%cH

¥9e1

8€eN
LEET

SEEV

60S ribosomal protein L4-A

e Molecule 39

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 48

39%

59%

Chain Fa

BN

Ted
0€I

9z4d

LL1Q

1

SLTH

CTLIA

0LTY

89TV

€91
CT9TL
T9TX

6STI

O = NMmYWON
oD 1w W0 WWWWW
R P e e R
HEP>unEAQaE

Ly1d

2] M < w0 o 0 o0 ~ DO HANM F OO NONMO NS OO
MoMoMd A dddd Al NNOmMNHN OMM 000 S S S
L S = R U R R 5 M R 0 R T Q- Rl i R T R R

2 B PEENEENME <SEb<>P<n d>d < @ODE> KA

€61

z6es

TLeH

892V
L92A
9921

¥9zs

9GCL

4
€8TV

8¥CA

EiZ4:S

¥9e1
€¥CH

o¥ved

0ECA
622N

9zed
S2CTA

ozeyd
6121
81CV

€TZN
c¢1ea

602X

9021

%02d

L6749

S6TY4

€613

1614

88TYH
L8111

0814

o=

T9EH
CSev
67€L

Tves
0%eD

8€EN
LEET

veed

2EEN

62ed

9zeyd
€TEN
0zZeEN

6TEN
8T€T

9TEN
STEN

€T€T
CTIEN

60S ribosomal protein L5

0TEL
60€Yd
80€x

S0V
$0€b

{49

e Molecule 40

00€Y
6621

44%

55%

Chain Dy

¥8d
€81
[4:xs

6LA

0
~
<

LY
SL1
VLA

cLua
TLD
0LL

89L

0EA

8¢l

144!
€y

Ll

LT0

¥1s
€18

M S 0 ©
D 0D O
H==<

Ty

TLTT

S91D
oI
€971
[4°14)

0974

8GTH

SGTL

STT1
235}
€111

0TTT

80TH

SOTI
%011

TOTL

86V

169D

S84

T9zL
0924

PAACS
9621

vsen

0S8za
6y

LTI

eygac

ves

6€CI

8Tcy
L123
9123
1121

LOTA

S02s
woza

S6TT
7611

6814

L8TL

781a

281D

6.74
8LIN

9.L1S

S9TK
792h
€924

60S ribosomal protein L5

e Molecule 40

36%

63%

Chain Ga

Ao ol

6N
€61

T6D
06H

984
S84

08s

TLA

691
891

991
79I

09I
69d
8934

9SL

94
€SA

181
0S4

1572
O%H
60

14

7810
€8TM

181d
0874

LL13

SLTH

ELIA

0L1D

891Q

0TIy

STT1

€111

S6M

€621

0621
6824

98CA
S82H

{44

8.TS

€L2d

69CS

S9TK

(414}

86Ty
PASACS

60S ribosomal protein L6-A

e Molecule 41

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 49

« 5%

34%

60%

Chain Ey

L

99TH

918
€974
291s
LSTD
7811
EVIN
ovTA
8ETY
Le1a
9eTd

TEA
0€TI

TéA

60S ribosomal protein L6-A

e Molecule 41

11%

oo
5
e
o0 00O M ©
o W W © O © o © o
b R R R R E =1
X oA Haun<nn X

38%

52%

Chain Ha

98V

<
0
S

8y

4528

CSA
TS

67D

{4741

0%1
6EA
8EL
LED

SEA

8zh

9cH

ey
€A

811
LTV

€14

0

oo ~ -3
00 oo [}
12 == m

[43]

8v1d

cvia
15478

8ETh
LETA

6214
8CTA

LOTY

SOTA
vord
€0TA

1074
007X

e Molecule 42

PLTT

0LTH

60S ribosomal protein L7-A

9%

26%

64%

Chain Fy

6%
261
16D
063
681
884
78A
08t
0L%
194
LSL
€94

Lvd

S?1

vy
v

6€d

LEN

vex
£eyd

9TA

1188
01ed

80Ts

€0TM

1610
961X

06TL
68TI

98TH

€81d

1811

6LTT
8.LTI

89TI

¥918

0974

89TA

GSTA

8YTA

157428

8ETA

SETY
PETA

0E€TI

1211

8TTA
LTTA

CTIN

oTTY
60TL

1074

2coTA

66d

f7a)
[4743
Tven
o¥veA
6€TT

LETN

veca
€€TH

e Molecule 42

TETN

60S ribosomal protein L7-A

9%

27%

64%

Chain Ia

010
€071

T0TH

16D

TLY

eey

szeh
61CY
9TCA
€12

602N
80¢s

1670
96131

06TL
6811

1,874
98TH
S8TI

1811

SLTH
YL1D

CTLIN

(%

8911

T19TA

i

T8TH
0STY

8VTA

9vTh

8ETA

CETd

0ETI

L2TT

1213

6TTA

60TL

LOTH

j444\8

(4443

oA
6€TT

9€TI

£€€Td
CETH

6ccd
8¢CS
L2TH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 50

60S ribosomal protein L8-A

e Molecule 43

9%

23%

68%

Chain Gy

o <
@ o
—

© © (%)
ZB5 B

®
oo}
[=}

)
~
=

[
© ©
w0 H

oM
88 3
- M oH

~
o
-

¢
fre}
(=]

STCA
¥ie1

1121

90cd

T0CL

66TV

LBTA

S6TS

€613
[434]

06TA

181D
9811

814
08TA

79TA

[4°1%

09TI

LSTA

SSIN
PSTY
€GTI

0ST1
67TY

9VTH

A%t
EYTI

9218
144 4

(435S

a2

OTTL

907X

864

~
k2l
>

S6N

€928

0ScY

8¥ex

60S ribosomal protein L8-A

e Molecule 43

10%

25%

66%

Chain Ja

|
mmm 62z
- wﬂmm
et o
| vea
@z dal
Lol | Tged
| Teen
LLD []
A 0021
i ]
e 06TA
@l 6811
Mwm wm:.
Sl ER
i |
sl SLTA
i i
mom LT
m - omG
o vm;
wwm 851Q
[ e Ime
vo ]
Ty
L
0¥TA
8¢H 6ETA
pas | 8eTH
LETN
9eT1
SETH
| ¥eTA
ety
|

9C1Ss

8T
TTTA PAZ4
OTTL [ |
60TT iazAa
80TH evch
L0138 ey
901X 1574
S0TH [ |
[ | $EZH
0073 | eezn
| e6d 2eTH

60S ribosomal protein L9-A

e Molecule 44

29%

70%

Chain Hy

€6A
[48

=}
j<2}
=

S$8D

08L

8LIW

9.a
SLA

694

L9V

294

09D

SSGA
vau
€91
{4y

0SN
67N

LA
oVl
Svd

£7A

15748

8€T

L8T1
78T
€8TH
[4:34
T8TA
PLTA
€LTY
TLII
TL1a
8974
99TH

LTS
9T

ovTA
6ETN

1295
0zTa

OTTY

S0Td

TOTA

60S ribosomal protein L9-A

e Molecule 44

68%

Chain Ka

67N

CTA

I
€4

W

88TL
1871

T8TA
6LT1
8.1
1.1
VLI
€LTY
CTLII

[4340]
1911

9STh
S§TS
7SI
LTS
157450

6214
8CTA

9TIN
L07Q

S0Td
701A

TOTA

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 51

60S ribosomal protein L10

e Molecule 45

31%

67%

Chain Ly

€124
[q54ce

602N
802N
Loca

T0ZS
0021

86TH
L6TA

06TA
68T

60S ribosomal protein L10

e Molecule 45

—
5%

40%

54%

Chain La

8ca
€N
0zs
8Td
VN
e
[414]

oty
64

Sd
74

€970
Z9Th

097d
6GT4
8GTH
LSTX

€5TH
2ST1

67T

LYTA
9v1a
ST

cvia
15428

6ETH

9€Td
SETI

o 2 2

€ETH
0€Ta
62TA
82TH
8TV

STIN

864

S12d

0121
602N

9021

Tozs

86131

9614

€61d

98Td
S8TH
78T

0813d

SLIN
PLTL
€L14

69T
891S
L9711

60S ribosomal protein L11-A

e Molecule 46

37%

59%

Chain Jy

781

9LV

w
IS
I&

€LD
cLd
TLA
0LL
69A

TON
oY

651

184

SSY
7SA

(478

oSV

0ozZN

8TA
411
9T

oty
B
8d
LN

o+

€L1a
LT

S9Th

€974
29TM

09TA
6GTL

98T

€GTA

60S ribosomal protein L11-A

1978

(47451

LETH

€ETH

0ZTI

TT1d

60TH

e Molecule 46

34%

61%

8%

Chain Ma

1671

9LV

9EA

SPIA
910
€vTY

Tv1d

6ETL

LeTY
9ETY

€eTY

60S ribosomal protein L13-A

e Molecule 47

37%

58%

Chain Ly

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 52

06V

88V

S81

08A
6.4

o ¢ w0
[N
R

TLY

$ W OoN~ oo
© O © QY ON
M>Z2mNX>m

2oL
T9d
(05} 4
694
8GA
LSA

%91

2sa
1ST

674

114"

8TM

ON
S
7S
€1

98TYH
S8TH

€8TYH
TLTd
L9T4
99TV
9918
191d

LSTH

SS6Td
PSTA
€G1a

671D
8Y1V
LYTI

SYT4

0ETD

9CTd

€CTI
[445)
1218

6TTX
8114

STTH

E€TTA
CTIN

60Td
80TI
L0132

E€0TN

1014
00TH

LBA

S61

[4hN

60S ribosomal protein L13-A

e Molecule 47

34%

60%

Chain Na

€8V

08A
6.4

LL1
9LL

v.L0
€4

69A
893
194

S9&
a2

T

[SEXE (0-0)
< H 0 = H

SLT1S
LT
TLT4
0471

99TV

6STA

LSTH

60S ribosomal protein L14-A

e Molecule 48

41%

58%

Chain My

veM
€63
ced
160
06A

LLY

LT

157%]

81D

STA
P11
7Y

*

EETA

TETA
0ETL

60S ribosomal protein L14-A

8CTd
LeTH
9zTh
SCTH
jZ4xt
€211

9T1d

€TTL

80TY

TOTY

e Molecule 48

35%

64%

Chain Oa

v11a
€TTL

60TY

9074

€0TI

00TV

691

€cI

TeA

60S ribosomal protein L15-A

e Molecule 49

39%

59%

Chain Ny

€4

T.4

894

611

STh

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 53

06TL
68T
88TY
L8TH

YLTI
0LTH
69T
891D
29TH

LSGTH

SGTA

LYTH

sv1a
jadxt

(47458

6ETH
8ETY

€ETI

TETH
LTTR
9CTL
SeTs
vera
€210
CTIN
TCTA
6TTA
9TT1

E€TTT
CTIN

60TH
90TA
[40a

664

o o © I~
D O QO 0
o> M n A

60S ribosomal protein L15-A

e Molecule 49

39%

59%

Chain Pa

€63

88D
280
98N
S8L

T4

0sy
674

96TL

€674
(43151

1874
9LTA

SLIN
VLTI

cLTd

€02Y

1024

86TS

60S ribosomal protein L16-A

e Molecule 50

36%

62%

Chain Oy

T11d

80TI

1074

YSA

281

674

€vI
YN

5-

9EA

< s
N [l
< =

(44

o
o N
< 0

o
X ~

01d

vvis
154!
8€TT
LETL
9€TL
vETA

6211
8214

9TTA
SeTY

[441:]

8TTA
L1748

€11Q
(4398

e Molecule 50

L6711

60S ribosomal protein L16-A

36%

62%

Chain Qa

1074

80TI

9073

60S ribosomal protein L17-A

e Molecule 51

34%

66%

Chain Py

OTTL

80Ta
L0TT

SOTY

TOTN

Pk

TLD

694

191

{41
794

LSV
994
feicls)
€50
0Sb
LYA

6CL

(44

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 54

¢

28TI

TLID
TL1H

69TL

1974
99TA
S9TA

60S ribosomal protein L17-A

e Molecule 51

—
5%

29%

66%

Chain A

4278

(425!

0TTL
60TV
801Q
SOTY
L6N
064
88A
¥8d
£8M
284

6LL
8LA

250

TLh
TLY

89D
191
998
YON
198

8SI
LSV

TSA

PAZS

6EM

[4a
12K

1S

OTN

|

0 8TY
|
0813

eLTYd
TLTD

8971

L9Td
99TA

0GTA

811

60S ribosomal protein L18-A

9YTI

(445

6ETA
8ETH

E€ETH

TeTd

LgTd

6TTA
8TTh

9TTH

e Molecule 52

36%

63%

Chain Qy:

S64
264
680
88L
L8A

T8A
08L

2k
L1

oLy
694

191
994

79A

29N

ce1
TeR
0EA

821
LT3

¥a
€1

98TA

{4190
1818
0814
6.L14
8L1Y4

9.74
SLTV

€73

LSTd

CSTH
TS78

67TV

LETL

SETD
YETD

CETd
TETV

S21a

€CTL
{4423

60S ribosomal protein L18-A

oztd

LITY

viTI

01TV

L0TL

7011

e Molecule 52

33%

67%

Chain B

99y
S98

€98
{47\

%91
€64

¥vd

oVl

© 0 o
0 0 M
II‘J II“ =

el

Tex
0EA

9TYH

7a

SPIN

(445}

6ETI

LETL

60S ribosomal protein L19-A

SETH
YETD

S2Ta

€CTL
(4428

e Molecule 53

0zTa

STTA

TT1d
01TV

L
.

23%

75%

Chain Ry

TCTH
0ZTX

911d
STTI
A%

60TA
80T

90TT
SOTT

0074

864

9.LS

2!

[k

1.4

¢
¢
¢
¢
¢
¢

eian:

evTI
(47498

8ETT

(4%

0ETN

8CTA

60S ribosomal protein L19-A

e Molecule 53

28%

69%

11%

Chain C

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 55

%21

=
© 00
-
moA

SLTD

TLTQ

PO OO PO & GO V909000000
Q
=

TSTH

i

60S ribosomal protein L20-A

8%1a

i

i44%)
8ETT

0ETN

8CTH

0CTXA
6TTT
8TTH

911a

e Molecule 54

2958

28%

71%

Chain Sy

1211
0zTs

L1TH

STTH

T
0LL

89H

PAcic

0S)

i
Lv%

E€VA

15728
9€I
€EN
et |
zed
6TA
818
113

€74
c1d

(44

TLT4
L974
€974
29Tl
T9TH
85T

SGTH
YSTH

2ST1
[441]
8ETY
0€Td
¥C11

CCTH

60S ribosomal protein L20-A

e Molecule 54

34%

*

66%

Chain D

T84

B6LA

LLA

¢

€LY

T

89H

79I

791

N~ (23
o) 0
II[d II:> II

9GS

(454

0S4

[172.8

[455

82H

9zH

T

ced

¢

6TA

9TL

=82 EZ&

¢

CTLIA

0471
691S

€974
2911
T9TH

6STS

LSTD

SSTH
YSTH

2ST1

0§14
(57458
8¥11

44N

60S ribosomal protein L21-A

[4414]
157458

8ETh

LETH
9ETH

T€TH

0 oerd

jx45%
0oz1s

L1TH

STTY
V1TH

e Molecule 55

(4344

80TH

38%

61%

Chain Ty

T61

-
~
12

99N

LSA

SN

STN

evi

09TI
69T
8STL

TSTT
9FIN
6ETY
8€ETS
LETH
9€TY

8211

9CTA

7498
€CTD
TTId
11444

B6TTV
91Ty
€TTY
071X
60TA
80TY

€0TD

60S ribosomal protein L21-A

e Molecule 55

38%

61%

Chain E

681
884
L84
€84

08A

wn
N~
H

YLA
€LD

TLS

693
89L
L9A
99N

79A

299

0%A

8SGTL

TS11
0STL

9VIN

EVIL

RLDWIDE

TVIA
o1l
6€TY
8ETS
EETY
0ETY

2270
9TIA

0z
9TTH
CTIN

60TA

coTY
1010

66S

164

764

e Molecule 56

(418

60S ribosomal protein L22-A

0O
PROTEIN DATA BANK

W

erpBe



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 56

17%

25%

—
57%

+

Chain Uy:

(4728

8€I
LET

SN

€2L

1143
0zs
6TA
81a

e Molecule 56: 60S ribosomal protein L22-A

19%

22%

59%

Chain F: -

< <&

>

voTd
6634
861
16S
v6d

88d

o984
S84

8%

6.1

~
~
B4

SLA

67N

©
<
<

<
<
15

{4728
15728

8€I
LET

SEN

€ER
{435

62d

LTA

zed

L0Td
90TV

e Molecule 57: 60S ribosomal protein L23-A

31%

69%

Chain Vy:

L11d

STTL

LETA
9ETA

CEIN

e Molecule 57: 60S ribosomal protein L23-A

0ETY

8¢TH
Lg1d

1e1d

9%

39%

59%

Chain G:

<>

.o o 2 2

S8M

8LA
A

TEY

1€TS
8¢TY
Lg1d
9T

[4q ]
1c1d

STTL

PITI
ETTY

0 135

80Td
101D

von

001D

e Molecule 58: 60S ribosomal protein L24-A

20%

19%

10%

72%

Chain Wy:

@  © & O O o000

COOPO & 0O O G000

TTIV

681

988

094

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 57

OO0 OOOO

e Molecule 58: 60S ribosomal protein L24-A

X

m

—

.

.

X

n

—

X

00

©
BN
n
<

=

o

o]

mmw

oo

A 4 A e e

< B © @0 - oMol o
NA <+ < w w wn ©
= a SRR AR 2]

3
~

ovd
6€T

1}

OOV P90 PP PP PP PPPPPPPP 9999999909999 9%9%99%9%990

e Molecule 59: 60S ribosomal protein 125

15%

28%

57%

Chain Xy:

TEL

6CS

L2d

7T

6ETI

9ETY

CETY

OETA

T2ty
0TTH
6TTL

e Molecule 59: 60S ribosomal protein L25

LTIN

E€TTT

TTIN
OTTA

90Ta
0013

S61
760

(438
T6N

15%

27%

57%

Chain I:

2011

683

18S
98A

84

124

gey
721

1

e Molecule 60: 60S ribosomal protein L26-A

8€TH
LETN

0ETA

€CTA
[4qa 4
T2TH
0Ty
6TTL

ST1Y

€111
CTTL
TTIN
0TTA

LOTA
907a
SOTA

39%

57%

Chain Yy:

T6N

445}

[445)
1145

e Molecule 60: 60S ribosomal protein L26-A

61TI
9TTH
ETTA
Z11a
TIT1
OTTH
60TT
L0TL

€0TA
2oTs

L61

v6s
€6Y

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

32%

65%

wwPDB EM Validation Summary Report

Chain J: =

Page 58

SOTA

86N

€6V

TN

6834

84
98L

€80
z8A
180
LY
VLA

1.8

694

298

094
8SGA
181
9SGA

€90
[4°t:!

¥¥d

0¥y

LEX

EEV

8z
pra:|

0zd

LT
914

€74

11

6S

e Molecule 61: 60S ribosomal protein L27-A

0 ST

61TI

91N

€T
[q31¢

90TI

29%

70%

Chain Zy:

6174
9T
ST
7iIA
01TV

00TL

35%

64%

1

e Molecule 61: 60S ribosomal protein L27-A

Chain K: =

168

9€H

vex

33%

65%

[ < o <
g 2] < & &
= ~ ==

1

e Molecule 62: 60S ribosomal protein 28

CETS

6CTM

SCTD

TeTe

LOTH

T0T4
00TL

Chain ay:

TTTd

GCH

€29

114!

TTH

64

Pa's
9L

*

SYTA
vvin

15444

8ETI

9€Td

vETV
€ETT

0ETA

e Molecule 62: 60S ribosomal protein 128

8z

verI
E€CTA

TCTA

L1748
911D

€171
CITI

38%
RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W

58%

Chain L:



EMD-10398, 6T83

27%

68%

wwPDB EM Validation Summary Report

e Molecule 63: 60S ribosomal protein 1.29

Page 59
Chain by: =

€0TL

¢ 16T
- 3 %
01T 00TI 68T
£0TL 66a — . [ ]
: < ZoTL © | 183
. BN ] A g6V 08N
660 mm_ 6.4
. 865 -
] 180 L
g6v | [ ass
] 8T QLT
< 168 | . y24
R 'y £ e n e
S o1 7 L1 "
I | | 9.3 0.4
o8y | 69
6.1 €L 893
[ | 1 L9A
oud 0Ld ]
SN m? mwm
PIN
¢ ] Phetct a6v
B L b
93N
0 693 0 I\.mu 4 mm,_
[ | 551 | A_n 191 A_u
Sqv o o | o oy — | —
[ ] N vV (23] 754 o | o oI o
mm._. — 4 — mm,_ — MW,H_ — mﬁ —
151 = | §= €71 = 2 g ovY =
Ei @ T Q ] Q | oees Q ] )
| ,.m © ovY ..nbu oL Lm 8e) ..m cen .m
.~ 2 1 = < ] = % 1 = R e =
174 (o (234 o} % LTk o} 0 0EL o} o T4 o}
[ ] — | — © 929 — [ ees | — oed —
L8d m 8y m 3zT m k m 62y m
| | |
624 Q ¢ o zen Q 9zd o 923 Q
] R @R 129 R [ | R ] R
[1a'8 .m 0zd .m | | 1% ETA .m 674 1%
1 — 61N = LTA — Lo T— | | —
I ms_ — mS — wmm — SN —
0z9 n N N N v N
e O ST e} (5351 @) Loem ) €TL )
8Ty © ] © Z1d O 811 © ZTh ©
[ ] @ TIN EH I & ww s 118 s
Y o | omH oty
[} © W- 6V © 65 © - | © . 61 ©
10 ) e ) ) (U2 ] 8 )
s = 2 LH = L = - = 5, A =
oTH 3 = e O o 3 AN 3} kS 9a 3
[ ev | ] o (] ] 5] 5]
—_ —_ —_ —_ —_
. — o p— . p— or—
el S M v 0 w o m o M ¢ o
IR T S 5 8 mm . & o =
. o M. O . O o o O i .

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-10398, 6T83

33%

63%

wwPDB EM Validation Summary Report

>

Page 60
Chain O: ™

i

7018
wms 0011 mm._.
TTIN [ oeen 681
86H oo
] mﬂg mm L " 18N ..
.
T . EE Y
\.- ! 063 Sk 1071
vITY i mﬂ. s
| 181 osh mmﬁm
F 981 | 5
581
X 6071 i . SLH ° e
& 1 180 S i Q 764
o TLL
90TA ° oo M |
I, 120
S0 Py 6LA e Tev
ﬁ“ﬂm k 69D Iqu
0071 oI I\.wz i
4 mS 99 mwm
8
LoV = 4 oo
96T m o 3 ﬂmm
563
ou
| St Mms mmx
i — e L
1 et o 2
mﬁ ﬂmH < ﬂmm < a2
e .. ! i oS [ oeva
N | N 9g3 ] a0
4 & ) 671 o) o
™ L e R i e
= i = e . . o
= 85 5 5 e = -
Q vl
g B S g g g [ =
m ~ 793 = = X | = 3 ze1
EN oF 3 621 ¥
~ | ~ n © [ |
= e = = n =
g St g g | g T2
e} | | o % £ZN % e
193! TP 2 3 T o) 61S
Q o¥s .m o 124 e} I
=2 | | — — oex — i
= ey — — mﬁm = o1
N n
2 i 22 o Q . Q s
) q ] e
oe =) E€TH =) are =)
© &2 S S i
8CA & 1T £ o N -
© 128 = S o
© | | © ¢ 1174 [ | a I
) £2a < - [ | < ()54 < 5 ¢ =
E = 5 5 A ol k w - -2 3 c oY
<
1114 o o " % | &d 90TA Q | eH 2071 @ [en
2 o | — = 1 = = s 901N s = 3
i o = B o = oty o) 3= 2 % =
soth = < [ | = ,nha 70IN = = I< - = = ¢
-~ v 9211 ¢ €0T) @) 3 2 R @)
° O | Imd | gere ° @ leow e -

3

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W

e Molecule 68: 60S ribosomal protein L34-A



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 61

—
. 1%

30%

62%

Chain gy:

.

60TL

TOTA

094

89y
197
951

¥SI
€90

1ST

)
Sy
12}

L%

¥
4728

g

42

{44

oty

8y

e Molecule 68: 60S ribosomal protein L34-A

7%

Chain R: -

—
7%

31%

62%

0L}

89L

7oL
€9V

90

o
Q
Iﬁ

894

8TIN

STL

€TA
21d
TIN
oty

64

OO SO

(405}
TOTA

e Molecule 69: 60S ribosomal protein L35-A

26%

71%

Chain hb:

0gTV

8TTI

Y1ty

90TH

{40

e Molecule 69: 60S ribosomal protein L35-A

33%

66%

Chain S:

€0TX
[4o)ice
TOTL
00TA

@
o)
0

964
S6d

064
684
881

984
S8L

T84

6.0
9.0
0LA
€94

B6SN
8SI

7SA
674
Eian
Svi
474"
528

8¢y
LES

€EA
(44
€T
821
121
111

TTL

e
v o

*

e Molecule 70: 60S ribosomal protein L36-A

Aa%S

60TI

901X

010

31%

68%

Chain ib:

¢

e}
)
<1

761

T6N
06N

084
6.8
8.9
LT

SL)

€LY
CTLA

0.4

894

091
65d

197
994

el
€GA

1SS

67D

Svd

8EYN

9€Yd

ves

T€D
0ex

0z

0 O
B3

e Molecule 70: 60S ribosomal protein L36-A

37%

62%

Chain T: -

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 62

761

TeN

e Molecule 71: 60S ribosomal protein L37-A

38%

59%

Chain jb:

{420

6EX

LED

e Molecule 71: 60S ribosomal protein L37-A

SES
¥ed
€EL

Tex
0€d
6CA
j44!

8T1
LTL

145!
€IN

[0)5:1

LS

SL

€1

—
7%

32%

61%

Chain U:

8D

6.0

ollw ©
NN
> x=

8934

994
S94

8SL

994
it
Y9

e Molecule 72: 60S ribosomal protein L38

[4ch:!

32%
31%

©
-w1
=1

£9)

%91
€91
CSA
1ST

675

L%
oY

{4728

3

67%

¢

£EX

67%

T€T

© Q
N 3]
I=I=‘

9eH

~
-
~

STL
P11

Tl
TTd

La

SI
va

[44

e Molecule 72: 60S ribosomal protein 138

Chain kb:

e Molecule 73: 60S ribosomal protein L39

41%

57%

Chain 1b:

TSI

{4
9

e Molecule 73: 60S ribosomal protein 139

6ev
8EN

el
EEN

TeL

8cy
pXay

Szb

R R ]
< 1 - 3 bl INQI
o X o < £ Mo A

33%

65%

Chain W:

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



Page 63 wwPDB EM Validation Summary Report EMD-10398, 6T83

e Molecule 74: Ubiquitin-60S ribosomal protein .40

"
Chain mb: 26% 15% 59%

<>

omom~momw o~ MmO SmSmimimS 2283 Sms
S e hE
e Molecule 74: Ubiquitin-60S ribosomal protein 1.40
. =
Chain X: 26% 15% 59%

- -
- - - 1] =0 X 0 - = X o - B =
e Molecule 75: 60S ribosomal protein L41-A
. [
Chain nb: 80% 20%
-
__Lal ™ =
29 zlz'l's'l
e Molecule 75: 60S ribosomal protein L41-A
24%
. L
Chain Y: 80% 20%
- oo o oo
e Molecule 76: 60S ribosomal protein L42-A
Chain ob: 68% 28% o
Bl @O ~ B o0 I O w0 I oo I Lo - [+ - o ll- N < 1 © 0 < 0 © o Nm-w-g
spz 2 22 RME S 8 8 = cMEMCHE SSESECEC BRE 2R ¢ o
e Molecule 76: 60S ribosomal protein L42-A
5%
Chain Z: 66% 33% :



EMD-10398, 6T83

33%

66%

wwPDB EM Validation Summary Report
60S ribosomal protein L43-A

>

e Molecule 77

Page 64
Chain pb

i

188

8LL

9LY

ELL

0LL
694

S9V
7oA

{428

090

Ak

60S ribosomal protein L43-A

SGM

25%

73%

5%

e Molecule 77

Chain aa

¢

184
981
S84

6.LA

0 YLy

ELL

199

SOV

090
63D

150

SSGM

4728

[470]

6%

12%

37%

=
D
IIIID

45%

255 rRNA

e Molecule 78

Chain 1b

o
~oN
[SR]

TLY

890

i) 4
799

TV

g
<

]
le
o

6EV

eV

zen
€D

0 o
N 7]
(] o

©
3]
<

o — ol
ISENEN
<o

610
81D

ST0

66V
869D

96D

€60
269D

06D

3

98D

ven
€80

08D
6.0

LLY
9.LD

6ETD

TETH

i

€zen

oren
60TV
8020

902D

66TV

961D
S6TN

T6T0

681D

18TV

810

.10

€LTD
CL1D

0LTD

991D

voTV

191D

LSTY

SST1D
vSTn
€STN

€zcey

6TEV
8TeyY
L1eY
9TEN

vren
E€TEY
21€d

90€Y
soen
%0€D
T0€D

862N
162D

i

1,20

89TV
92D
992V

80%Y
£0%0
{44

1070
00%D

v6€d
€6€N

63EY

S8EY

£8€D
z8en

9.€D

vLev

9%€d

ey
Tved

9EEY

veev

62€N

LTEV

(6174718

¥yvn
£7¥D

8EYY
9EYY
eevy

zeYd
TEYN

($14708

(4444
127D

8TVV

(452

607V

LGSV
965N

TSSY
0GSY
6750

973D
S7aNn

9€SN
SESD

€ESY
CTESY

S¢S0
wean
€SV

T2SY

613V

S6%D

£67N
(457

98%Y

%90
ovon
6€9D

LE9D

€90
€€90

0€9Y
6290

Lzon

29D

619V
8190

919D

z1on

809Y
L0O9Y

709D
£09Y
209V

6650

9650
S65D
765N

169D
069D
683V

€89

i

8LSY

9150

TLSY

Y1.LD

TTLY

80.LD
0.0

T0LD
004D

1

$69D

€69V
269V

889D
890N

G899

£890N

+

899D
1990

S99V
799N

299N
1999

999D
799D

299D

i

8¥%90

SYoV

cvon

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 65

L08Y

%080

€6.LD
26.LD

Y8LY

YLLD

3

0LLD

89.LD

EI

S9.0

€9.LD

T9LY
09.D

85L0

¥5LD

LY

SELY

€ELD

9TLD

6T.L0

LTLD

|
S68V
768D

v88Y
£88Y

6.80
818D

9289
gz8n
%28D

[44:5]
Tzen

8180
L18V
918V
ST18D

L1160
¥.6D

TL6D
0L6Y

096N

6680
868N

9%0TV
S%01D

€%01D

0¥0TV

8€0TD
LEOTD
9€0TY
SEOTD

CEOTD

0 620TD

¢ ecom |
L20TV
0 920TY

'uEm

0201

8T10TD

i

0 91010

L

TT0TY

800TN

€001V
00TV

666D

966V
S660
766D
£66D

0660

6ETTD
8ETTN
LETTD

YETTD

)

CETTD

0ETTY

{4 291}

LTT1D
9T11D

(19990

2¢OoTTY
TOTTD

6601V

F

€80TD

78010

ZX5)

TL0T0
0L0T0
6901D

S90TV

€90TD

LSOTV

€501V
250TNn

0S0TN

134944
ozzIn

L12TY
91210

802TN

90219

voCTy

10210

16110

68110

98TTD
S8TTD

08TTYV
6LITY

LLTTD

99TTD

8STTV

9ST1D
SSTT0

SPT1D

18CTY

9821

0.L2TV

89219

29T
1921
09TV
65TV
85C1N

9G2TH
SS2T0

67C1D
8¥C1D

9€TTD
geecIn
veTTd
€ETTH

TETTV

6221D
8TC1D

C8ETD
T8€TV
08€TD
6LETD

9LETD
SLETD

TLETD

Y9ETD

09€1D
63SETD

LSETH

YHETD

L

0EETV

Scemn
veen

0zeTd

LIETY

STETN

TOETY

S62TH
vect1y
€6210

TEVTD
0E7IN
62710
8CHIV

(4445
12710

154414

15742

TI%10

LO%TV

v0%1D

00%1D
66ETY

€6ETY

L

@wmﬁu
98ETY
S8ETD
¥8eTN
€8ETD

98STD

€5STN
¢SSTD
TSSTD

F

L¥STD
9vSTV
SPSTY

(47219

0%STn
B6ESTY

3

YESTY

CTESTD

0€STN
6CSTV

92STN

vesTy
€2STNn
eeTsn
T2STD

LIGTD

SISTV

€0STV

00STD
66710
86VTV
L6V1D

S671N

(4345
T67TY
0671V
6871V
88%1D

78v1INn
€8V1D
T8YTIV

08¥1D

¥291D

LT9TD
91910

€191V

60970

90910

%0910
€091V
209TY
091N

LB6STD

V68TV

T6STH
T6S1D

88STV
L8STY

€8STV
28STO
18310

6.S91D
8LS1D

V.LSTO

0.810
0 69510

89510

9981V

79510

09STH
6GSTV
8GSTV
LSSTY

E€TLID
CTLID

€0.T0

9691V
S69TN

0L91D
6991D

899TD
LS9TD

SS9TD
P91V

19910
089TD

9%9TD
Svo1Tn
w9910

Yoty

e

8E9TY
LEITY
9€91N
SEITH

€E9TO

T€910
0€9TN
62910

¥6.L1D
€6.T0

T6.1D

68.LTD
wwmﬂu
S8.TN
¥8L1D
€810
28.L1IN
18L10

6LL1D
8LLTD

SLLTD

TLLIN

0LLTD

%9L10

29LTD
T9L1D
09TV

CSLTY
TSL1D

6VLIY
8VLID
LYLTD

SPLT0

(42745

ovLINn
6ELTN

€810

T.810

L98TV

7981V
€98TD

098TD
6G8TY

1981H
0981V

881D
LY8TV

Y9810

cv8Tv
81V
0%8Tn

SEBTY

2e81D
T€8TN
0€8T1D
62819
8T8TY

S28TH
¥z81in

12810

Y181V

CT181D
11810
0T8TV
608TY
808TD

€08T0

66.LTV
86LTV
LBLTY
96.LTD

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

|

Page 66

¢

0 361D

€G6TD
2S6TD

0S610
m¢“au
EV61D
[47190)

0%61D

€E6TY

626TD
926TD
€2C6TD
(4433 4
1261V

LO6TD

€06T0

L68TD

|

€681V

1681V

188TY

€881V

08810

9,810

w81V

8L1ITV
LLTTD
9L12n

)

89712V
L9172V

96120

€310

(74541

Lyiey

vvicy
eviey

1

6ETTY

LETTN
9€TTO

TETTY
a4 4

(49143
12129

ST12D
V1120

L0oTey

voTey

hmmnb
602D
£602Y

€822ZH
z8zen

8.TTD

v.Lzen

89zen

T922H

L8220

L
3

6922

ST

L

€ETTY

L

j44441

Teeed

8122H
L1zen

€1y

072Td
0 60zZN

Logey
9022ZH
sozen

96120

¥612H

L

88TCV

98120

€812V

6.120

€LETY

oveen
6EETD
8EETD
LEETD
9€geTN

9zeTy
SCeTH
veeey
€TETH

ereey
(a4
TT€TH

60€CY
80€2D

S0€TH

€0€Ty

3

16220

6822n
8822

98zen
§8220

Ao 2 4 2 4

(41743
TS¥CH
0S¥2d
(4741
8¥¥Cd

veven
€even
cEYTY

[1474))
vevey

eeven
[44744)

A a2 2 2 2 2 2

L0820
9052n
S052n
70520

892N

8992n

S992n
%992D

i

cvoTy
7920
0¢“W<
LE9TY
9E9CY
SEITY

€€92N

Teozn

6292n
|
9292y
|
6192D
8792
|
¥192D
|
6092V
80929

€L.2D

TLLzn
0.LL2D
69.2Y

L9len

%9.20

c9.Ley
T9.29

I

98420

¥9L2D
€5.2D

0s.2n

8v.Ley
PAZX4 |

SY.LTD
vvLen

(4244

ov.LTV

9€LTV

9zTLTd
sclzn
¥clLen
€clen
zelen

0zTLed
61.20

L1.2n

€120

T0lzn

9692V

7¥820

T¥82H
0%82D

i
+

LESTY

v€82H

8¢8¢H

§28Td

i

12820

6182V

L182V
91829
G182

21820

01820
60820

0820

5082
7082V
€082V

1082V
00829
66.L2YV

96.29D

68,20

182D
982D
§8.LTV
¥8.2D

T8.zn
8.L.TD

LLLTD
9..2D

EE6TY

L

82620

ozgeey

86820

76820
£682D

0682V
68820
88820
188eV

£882N
288tN

51820

€.820
cL8ey
T.82H
04820

8982n
19820

982N
09820

189820
959829

982N
€982V
[4:t149)

05829
6%82D
8¥%82D

YCoeY
€coen
2T0ed
T2oEV
ozoen
670€N

CTOEY
TTOEV

600€D
800€Y
L00€N

S00€EV

89620
L962Y

s962n

vs62n
€9620n

8%62D

S¥62D
vv62n

(414

ovecy
6E6CD

9€6CY

660€D

960€D

760EY
€60ED

T60EV
060€N
mwmmo
980€V
S980€D
¥80€D
mmmmo
080€D
6.0en
8.L0en
LLOEY

SL0ED
7.L0€D
E€LOEY

TLOEN
0LOEY

890€N
L90€D
wwmmb
T90€D
090€D

L50en
950€en
§s0en

8Y0EY

cvoen
Tv0EN
0v0EY
6€0€D
8E0€EN
LEOEN

SE0EV
7€0€D

TE€0ED

620EY
820€D

920€D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 67

YLIEY

L

89TEY
L9TEY

¥91€d
€9TEY
291€D
197€D
09T€N

I

8GTED

0 9gTEN
0 gsTEN

€57EN

)

TS1€EN

w¥1Ed
€YTE0

0v1ED
6ETEY

Teren
OETEY

Leiey

¥T1ed
€CTEY

1z1Een
02T€D

€92€D
Nmmmu
L%TED
9%TeED
sveev
j4x431

veed
veed

I

vecev
£€TED

8CTED
LTTey
¥Teed

£€eeey
ceeen

8TCEY

912ED

v1zen

2Teed
11280

60CEY
80T€D
Lozen
902€0

¥02ed
€ozen
20zed

3
3

86TEN

¥81EV
€8TV
28TED

8CEED
LTEED

STEED
YZeed

[4439
T2EED

8TEED
L1€EN
9TEEY

YIeEV

80€ED
LOEEY
o0gen
SOEEY
¢OMmD
862€0
L62en

S6CZEV
Y62EY

(443§

,82€N

S8C€0

28zen

6.2V

sizen
vLTEY
€LTEV

TLTed
0.2en

89CEY
L9TEY

£92€D

T92€D
092€D

85zen

96€EN
S6EED

06€€D
68€EN

98€€D

z8gen

3

LLEED

38%

vLeen

TLEED

TSeen
0G€ED
67€ED

LYEEY

255 rRNA

Sveed
vheev

Tveen

SEEEV

6ceeNn

e Molecule 78

8%

11%

3

42%

Chain Aa

28D

€LD
TLD

S99V

€9V

09y

1

{41 4
TSV
0sn

id
L¥D

vvn

6ey
€N

9€0
SEV
eV

€0

62D

pxes)

129

81D

S10
vIn

{434

.

1445

9€TD
SETD
vemn
€ETN

60TV

LOTV
90TV

T01D
00TV
66V
869D

S6Y

€60
269
16D
06D

88V
80

S8V

€80

sven

602V
8020

€029

86TY
LB6T1D
961D
€610

1610

681D

18TV

S8T10

870

081D

.10

TL1D
041D

8910

9910
S9TV

9EEV

veey

6zen
8zen

1434

6TEY
8TEY
L1IEY
91€EN

T1€D

60en

soen

862N
162D

£62D

062D

982N
S8CY

6.zn

992V
S9¢Y

€92D

[4stai

6ven

oven

20vY

00%D
66EY

Seev
v6€D
£6en

06€D
68EY

S8EY
78EY

z8en

6.€0

LLEY

SLev
vLeEV
ELEY

TLED
0L€En

89€D
79ed
€9€D
09€D

65en

vsen

08€d
6VEY

9%€0

4234

cvey
TveD
0%€d

(U741

1

SEVD
vevn
EEVY
444

(4444

8ThV

(4570}

095D

Ssvsn

{4740}

9€38N

€ESY

625V
8zsn

§2S0
vesn
€25V

6139V
819D

918V

715D

605N

L0Sn
90SN

70SV

TOSY

867V

767D

ozon
919D
€T9D

gron
TT9V

009D
6650

9650
S§65D
63N

169D
065D

889D

€89D

619D
8.LSV

695V
895D

€95N

0TLY

8T.LD

3

1040

70,0

2oL

669V
869N

9690
§690

269V
T69V
069V

1890

G89D

€890

6,90

9.9D

959V
G590

i

L08Y
908Y

7080
€080

008D

86.LD

LL.0

YLLD

0LLD
69.LD

9.0

€919

85L0
LS50

%S840
TSLY
S¥.L0
YoLY
€vLD
(425

LELD

SeLY
veLD
€ELD

LTLD

STLD

TeLd

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 68

€88Y
288V

818D

S.89

vl8n

0.8

198D

798D

1980

608D

876D

7760

cven

8€60

LEBD

T€6D

8260
1260

26D
€260

126V

€060
006D
1680
S68V

0680

S701D

€¥01D

70T
0v0TV

a2 2 2R 2

€E0TN
CEOTO

i
3

8201
1201V

STOTY

Ao 2 4 2 4

|

T20TD

610TD
8T0TD
L1010

v10Tn

3
i

6001V

€001V

T00TD

666D

966V
s660
766D

266V
166D

4§86

786D
£86Y

816D

§.60
v.L6D

0.6V

Tz1in

71110

(4394 4
11110

60TTN
80TTN

COTTY
TOTTD
00710

8601V

26010

180TD

S80TY
80TV

080TV

8.0TN

v.L010
€070

TL0T0

99079

290TY

09010
650TD

+

LS0TY
950TNn
SSOTV

€501V

0507

002TY

96110
€6TTV

{4332 %]
16110

88TTN

98119
S8T1D

T8IV
871N
0811V

LLTTD
9L110

8971N

T9T1D

8GTTY

SST1D

E€STTY
CST1D
T1ST10
0STTV
6711D
8¥T1D
LYTTD

SYTID
wiin
EVITY

0%TTD
6ETTD
8ETIN
LETTD
9ETTY

TETTD

821N
211D
9CTTD

cecTIn

6.21D
8.1V

9,210

TL2TV
0L2TV

S92TN

29T
1921
0921V
6SCTV
8sc1IN

TS82TV

vverv
Lizav)
[47a%)

6€CTD

SO & SO

TECTV

laas)
SeeTy
j444%)

0zein
6TCTD

€121D

orzIn

902TH
S0CTV

€0TTY

9GETN

7SETD

LYETN
9%ETD

6EETD

LEETY
9€eTN
SEETD
veen

0EETY
62ETN
8CETD

SCETN
(44351}

TCETD
0CETD

8TIETY

STETN
YIETD
€TETD
CIETD

0TETD

SOETN

E0ETY

00€TD

86CTD

S62TD

[4:1a%)

L8TTY

821D

8CVIV

92¢¥T0

LSETD

08¥%1D

LLVTY

SLYTY
VLYV

TLyTINn

0LyTNn

LOVTY

SOVTY

mwmﬁo
LS¥1I0
9SVTV
SSPTIN

[4i4a )
18710

8vv1INn
LY71D

SYHIN

EY¥1D

LEVTD

SEVIV

CEVTO
T€71D

62%TD

9.LSTD

€9G1D

63STY

LSSTY
9GSTO

TSS10
0GSTO
6%STN
8%STO

SYSTY
415
E€YST1D
[4215

8ESTD
vestv
0€ESTN

6CSTY
8CSTH

925N

iZ4°1A

T2STH

0ZST1D

LISTD

STSTV

€TSTD

11810

7091D

09TV

LBSTO
96STD
S6STN
Y631V

26STH

06STD

L8STY
98ST1D
S8STD

28ST0

8.STD
LLSTD

TSL1D

67LTV
8VLID
LYLTD

TPLTV
ov.LTINn

9ELTD

TeLTY
0€LTD
6CLIY
8CTLTD
LTL1D
9TLID
STLID

€TLIV
zecLIn
12L10

6TLTD

€TL1D
CTLID
TTLID

S0L10
Y0LTV

9691V
S69TN

06910
68910
889TN
8910

%8910
€89TV

08919
6L9TY
891D
hhmﬁu
T.91D
69910
wwmﬁu
%9919
€9970

vzetn
€8TV
2e810

L

81810

S18T0
7181V

c¢181D

L0819

7081V
€08TD

10810
0081V
66LTYV
86LTV
LBLTY
96.L1D

761D

TBLID

-

L8LTY

€810
Z8.L1IN

6LL1D
8LL1D
LLL10

SLLTD

€LLTD

0LLTD

L9L1D

29L1D

09.LTV

-

GSLTID

TO6TY
0061V

868TD
L68TD
9681V
S68TV

€681V

+

9881V

88TV

88TV
08810

S.8TD
V.81V
€810
TL8TD

04810

€981D
29810
T98TD

6581V
8581V

75810

0581V

S¥81D

[a1a
8TV
07810
6E8TYV

SEBTY
€810

TEBTD

0€8TD

§28TD

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 69

€56TD
¢S6TD

6%61D

0%61D

8E6TN

SE6TD
ve61D
€E6TYV
TEBTYV

0€6TY
626TD
8T6TD
LT6TD

Sz6TNn

cT6TY

616TD

V161D

21610
TT6TY
0T6TYV
606TV
8061V
L06TD

S06TD
70610
€06T0

00TCY

€602V

L1812

S8TTD

it

o

[4°)540

85TCY
LSTTD

G§§TCD
1541

[4s)%4 4

(52144
812N
L1V

H

8ETTY
LgTen

TETTV

12120
octey
6112V

L1112V

ST12D
4554

crien

L

votey
€072n

082y
9,229
v.Lzen

€.22D
C.LTTD

0.LzTV
69z2n
8972n

-

44 |

€922
cseey
192TH
052TH
6%2TH

6ETTH
8ETTH
LETTD

E€ETTY
ceeey

6ceey
8¢Tey

j44441

134443

[3%44

012ZH

¢

9022

¥02ed
£022n

T022D

96120

99€TD

ovezn
6EETI
8EETI
LEETD
9EETN

veeen
€EETI

Lzeen

STETD

€2ETH

STETH

€TETY

oTezN
60€TY
80€TD
LOETH

S0€TH
¥0€2d

3

L6220

g6cey

88CCD

98zTN
S$82T0
¥82ed
£82TH

(47444

L

8EVCY

9eveN

wmmmb
8c¥en
Lzven
9zven
S2vTH
144741
€zven

Teven

61%CV
81¥2Hd

L3

502D
144741
€0%CH
[dvz4 1}

00%2D

86€TY
Leeey

T6€TH

68€CD

S8€TH
78eTY

L

LLETD
9LETH

€LETY

TLETD
0.L€2D

60520

90520

9.82D

T.S20
0.s2n

€952n
¢s§sed
78520

6%52D
8¥%52D

Eicree)
vvsen
£732n

¢vsen
Tween
ovsey

8€92N

OOOiOOOO

SeSeY
OEa)
€€9CD
zgsen

0€S2HD

)

14c(43)

44144

Tesen

STSCY
v152n

§592n
75920
€592D0
¢s9zn
T992D
0592n

Ly9Ty
9%92d

(441

0v92Y

8€92D
LE9TY
9€9CY
SE9TY

TEITD
T€92N

6292n

929Ty

292D

6192D

L1920
192D
€190
cr9zn

80929

90929

€092D

00920

692N

76320

652D

68592D

8852N
18520

€852D

6.52D

ovLey

LELTO
9€.LTY

Lgley
92,20
sglen
vcLen

zeLen

0T.L2D

8120
L1.20

STLTY
V1.2D

80.L20

€0.L2V
coLey
T0L2n

V692V

6892V

18929

£892N

892N
0892V
6.L92Y

it
3

9,92V
S.92D

€.L92V
TL9TD

99920

L592Y

¥182H

01820

8082V

¥8L2H

z¢8len

6L.LTY
8L.LTD
LL12D
9L.2D
SL.en
%,.20

T.L20

69.2V

L9.2n

§9.20
%9.20

19,29

832V

5.2
€529
zsLen
TSL2H

ov.LTY

vvien
ev.Ley

9682V
S68TH
%6820

0682V
68820
88820

98820
8820

882N

9.82D
5,820

TL8TY
1.82D

69820
89820
19820

982V
€982D
982N
T982N
0982n

8982N
19820

9982Nn
v38cn
€582V
2S820
6%820

9¥82n

[4£:141
%82

8€8CY
Le8ey

¥€8cH

T€8TH

I

0z8Ty
6182V
81820

9182H

2862V

6,620

LL6TD

s.l62n
v.620

2L6TD
T.L62Y

6962V

L962Y
99629

%962

T962D
09620

S8620n

2S62D

8%620

ov6ey

vv6cn
£¥62D
62D
1762V
062y
6E6TD

9E6TY
SE6TN

T€62D

€e6en
226TH

+

€162
2162
1162V
0T62Y
60620

T062D
0062V

8682D
L682Y

090€D

TEOED

620EY
820€D
L2OEY

T20eY
0zoen
67T0€N

£10eN

TTOEV

800V
L00en
900V
SO0V

000€Y

662N
1662V
0662D

88620

S$8620

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10398, 6T83

wwPDB EM Validation Summary Report

Page 70

€¥TED
CYIEY

(%450

SETEN

TETEN

6CTEY

i£451)

Teren

617EN

3

STTED
YITEY
ETTEY
(435>0
TI1EN
0TTED

L0TEN

S0TEN

T0TED

660ED

L60€D

760EY
€60ED

L

L8OEY

T80€D
080€D

8.L0€N

SL0€ED
7.L0€D

S90€D

TT2€D
0TCEY

Lozen

€02eN
20T€D

002€D

86TEN
LBTED
96T€N

V61€D

Z6TEN

06TED
68TED

L8TEY

1

€8TEY
28TED
T81€D
08TEY

LL1€D
9.1€D
S.1€EN0
VLIEY

TL1E0
0LTEY

F

791ED
€9TEV

09T€EN

LSTEN

€39TEN
zsTEeNn
TS1EN

(57450

LYTED
ovTED
SPTED

062€D
68C€D
88CED

98T€D
S8C€0
78ced

182€N

6LCEY

LLzen

V.LCEY

0Lzen
69zen
89TEY
L9TeY
992€D

€92€D

092€D

L

9592en

€92€D
2Seed

LyTed
9¥Ted
Sheey

eveey
cveed

8E€TED

2TETED
TeTEN
0€2ED
622€D

0zeed
612€D
8TCEY

912€D
STCEY
vicen
€TTEY
[q x40

LLEED

SLEEY
vLeen

0LEEY

14234

vseen

cgeen
Tseen
0SEED

i

[4a394
TvEEN

€EEED
ceeen

L

(43144
T62ed

S6€€D

06€€D
68€eN

98€€D

S8EEN

z8gen

8LEED

tRNA

e Molecule 79

—
5%

37%

58%

Chain 6b

L 4

LY

evY
(44
152

8EY

9en
SeEN

een
[4°1]

92D

44

ey

61D

91N

omny
oo o
= <

tRNA

e Molecule 79

—
5%

28%

—
67%

11%

Chain 8

*
v.L0
€LD

190
09D

0 699

LS9

ibosomal protein PO

ki)

(544
8¥%d

0 190

8EY

[451)

1C I

60S acid

e Molecule 80

28%

56%

11%

34%

Chain ba

€91

OO OO OOOO

6SA

LSL
9GN

3

2s1

A o 2

<>
ol

¢

ovYd

o N

OO 0O oo

62D

LTA

(oac

611
8TA

@ O SO0 o

<>

—
—
>

884
L8A

78A

28D

LL1

cLa

047

COOPPP G000 POG 90 9000000

¢
¢
¢
¢
¢
¢
¢
¢

COPOPPPPPPPOO 00000000

O

R LDWIDE
PROTEIN DATA BANK

W



Page 71 wwPDB EM Validation Summary Report EMD-10398, 6T83




Page 72

wwPDB EM Validation Summary Report

EMD-10398, 6183

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 19459 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 2.5 Depositor
Minimum defocus (nm) Not provided
Maximum defocus (nm) Not provided
Magnification Not provided
Image detector FEI FALCON II (4k x 4k) Depositor
Maximum map value 0.335 Depositor
Minimum map value -0.031 Depositor
Average map value 0.001 Depositor
Map value standard deviation 0.010 Depositor
Recommended contour level 0.02 Depositor
Map size (A) 574.52, 574.52, 574.52 wwPDB
Map dimensions 530, 530, 530 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.084, 1.084, 1.084 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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 | ¢ o7 #|Z| >5 RMSZ #|Z| >5
1 2b 0.86 0/42211 0.68 10/65773 (0.0%)
1 a 0.58 12/41891 (0.0%) 0.49 6/65273 (0.0%)
2 Ab 0.80 0/1644 0.68 0/2249
2 b 0.39 0/1623 0.68 2/2222 (0.1%)
3 Ba 0.92 1/1823 (0.1%) 0.80 2/2447 (0.1%)
3 c 0.38 1/1748 (0.1%) 0.62 0/2352
4 Pb 0.71 0/936 0.66 0/1259
4 q 0.31 0/959 0.66 0/1288
5 Cb 1.05 1/1656 (0.1%) 0.78 0/2251
5 d 0.43 0/1665 0.60 0/2263
6 Db 0.78 0/1754 0.66 0/2361
6 e 0.35 0/1759 0.60 0/2368
7 Eb 0.93 0/2097 0.78 1/2823 (0.0%)
7 f 0.38 0/2109 0.62 0/2839
8 Fb 0.82 0/1625 0.69 0/2197
8 g 0.37 0/1629 0.61 1,/2202 (0.0%)
9 Gb 0.71 0/1839 0.76 1/2460 (0.0%)
9 h 0.37 0/1779 0.64 0/2379
10 Hb 0.76 0/1498 0.68 0/2019
10 i 0.34 0/1511 0.62 0/2036
11 b 1.01 | 1/1501 (0.1%) | 0.82 | 2/2006 (0.1%)
11 j 0.42 0/1514 0.63 0/2021
12 b 0.90 | 1/1504 (0.1%) | 0.79 | 1/2016 (0.0%)
12 k 0.39 0/1519 0.62 0/2035
13 Kb 0.61 0/769 0.61 0/1039
13 1 0.30 0/757 0.68 2/1022 (0.2%)
14 Lb 1.12 0/1185 0.75 0/1598
14 m 0.40 0/1194 0.58 0/1610
15 Mb 0.45 0/883 0.80 0/1199
15 n 0.30 0/898 0.76 0/1220
16 Nb 1.12 1/1215 (0.1%) 0.80 0/1638
16 o 0.46 0/1215 0.67 1/1638 (0.1%)
17 Ob 1.00 0/937 0.84 0/1261
17 p 0.43 0/960 0.68 0/1290

EMD-10398, 6183
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
18 Qb 0.88 0/1125 0.72 0/1510
18 r 0.38 0/1125 0.71 0/1510
19 Rb 0.77 0/957 0.77 1/1283 (0.1%)
19 S 0.37 0/1010 0.60 0/1355
20 Sh 0.68 0/1211 0.72 0/1628
20 t 0.35 0/1211 0.65 1/1628 (0.1%)
21 Th 0.84 0/1130 0.75 0/1517
21 u 0.40 0/1130 0.59 0/1517
22 Ub 0.80 0/807 0.68 0/1091
22 v 0.39 0/815 0.68 1/1102 (0.1%)
23 Vb 0.89 0/682 0.78 1/921 (0.1%)
23 W 0.43 0/693 0.62 1/935 (0.1%)
24 Wb 1.17 0/1038 0.80 0/1395
24 X 0.49 0/1038 0.62 0/1395
25 Xb 1.08 0/1139 0.78 0/1518
25 y 0.48 0/1139 0.68 0/1518
26 Yb 0.78 0/1087 0.67 0/1449
26 z 0.38 0/1087 0.66 0/1449
27 0 0.32 0/566 0.66 0/761
27 Zb 0.65 0/661 0.70 1/888 (0.1%)
28 1 0.51 0/782 0.81 0/1047
28 ab 1.18 1/782 (0.1%) 0.89 0/1047
29 2 0.35 0/620 0.57 0/838
29 bb 0.84 1/620 (0.2%) 0.75 0/838
30 4 1.95 2/452 (0.4%) 1.83 4/600 (0.7%)
30 db 0.91 0/452 0.73 0/600
31 5 0.35 0/483 0.65 0/643
31 eb 0.77 0/480 0.70 0/639
32 6 0.34 0/567 0.76 0/764
32 fb 0.46 0/567 0.75 0/764
33 7 0.29 0/2456 0.55 0/3343
33 gb 0.59 0/2436 0.68 0/3318
34 3 0.36 0/499 0.60 0/670
34 cb 0.82 0/493 0.71 0/663
35 4b 0.83 0/2883 0.63 0/4491
35 Bb 0.53 0/2883 0.49 0/4491
36 3b 1.02 0/3746 0.73 0/5832
36 Ca 0.61 0/3724 0.58 0/5798
37 Ay 1.28 0/1933 0.87 1/2598 (0.0%)
37 Da 0.73 0/1946 0.74 0/2614
38 By 1.21 1/3146 (0.0%) 0.79 0/4228
38 Ea 0.64 0/3146 0.68 0/4228
39 Cy 1.22 0/2800 0.83 1/3790 (0.0%)
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. Bond lengths Bond angles

Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
39 Fa 0.69 1,/2800 (0.0%) 0.74 0/3790

40 Dy 0.83 0/2400 0.67 1/3239 (0.0%)
40 Ga 0.51 1/2408 (0.0%) 0.60 0/3248

41 Ey 0.88 0/1324 0.77 0/1782

41 Ha 0.53 0/1269 0.64 0/1705

42 Fy 1.19 0/1821 0.83 1/2451 (0.0%)
42 Ia 0.68 0/1828 0.69 0/2461

43 Gy 0.97 0/1836 0.78 0/2481

43 Ja 0.54 0/1795 0.66 0/2429

44 Hy 0.89 0/1529 0.69 0/2060

44 Ka 0.55 0/1531 0.64 0/2062

45 Iy 0.95 1/1801 (0.1%) 0.74 0/2416

45 La 0.56 0/1732 0.64 0/2323

46 Jy 0.81 0/1371 0.67 0/1838

46 Ma 0.42 0/1374 0.72 0/1842

47 Ly 1.32 2/1568 (0.1%) 0.83 2/2106 (0.1%)
47 Na 0.62 0/1573 0.77 1/2113 (0.0%)
48 My 0.94 0/1068 0.77 0/1438

48 Oa 0.58 0/1074 0.67 0/1446

49 Ny 1.41 0/1757 0.83 1/2354 (0.0%)
49 Pa 0.77 0/1757 0.78 0/2354

50 Oy 1.27 0/1585 0.77 0/2128

50 Qa 0.71 0/1585 0.68 0/2128

51 A 0.69 0/1400 0.65 0/1882

51 Py 1.28 0/1439 0.85 0/1938

52 B 0.60 0/1465 0.68 0/1965

52 Qy 1.18 0/1465 0.76 0/1965

53 C 0.60 0/1499 0.64 0/1998

53 Ry 1.12 0/1532 0.79 0/2043

54 D 0.64 0/1481 0.62 0/1990

54 Sy 1.10 0/1473 0.75 0/1980

55 E 0.63 0/1300 0.66 0/1743

55 Ty 1.14 0/1300 0.70 0/1743

56 F 0.47 0/794 0.56 0/1076

56 Uy 0.72 0/812 0.66 0/1099

57 G 0.60 0/1008 0.61 0/1356

57 Vy 1.21 0/1018 0.77 0/1369

58 H 2.49 1/1103 (0.1%) 0.89 7/1458 (0.5%)
58 Wy 0.89 0/863 0.65 0/1169

59 | 0.65 0/974 0.68 0/1314

59 Xy 1.09 0/979 0.76 0/1321

60 J 0.59 0/987 0.67 0/1318

60 Yy 1.07 0/995 0.82 0/1329
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. Bond lengths Bond angles

Mol | Chain | .\ 1q7 42| >5 RMSZ #|Z| >5
61 K 0.54 0/1118 0.65 0/1497

61 7y 0.98 1/1118 (0.1%) 0.69 0/1497

62 L 0.70 0/1204 0.79 3/1612 (0.2%)
62 ay 1.24 0/1204 0.79 0/1612

63 M 0.57 0/473 0.81 0/629

63 by 1.02 0/473 0.73 0/629

64 N 0.62 0/775 0.68 0/1040

64 cy 1.11 0/745 0.77 0/1001

65 O 0.64 0/897 0.65 0/1205

65 dy 1.10 0/890 0.78 0/1196

66 P 0.66 0/1041 0.70 0/1394

66 ey 1.16 0/1038 0.77 0/1390

67 Q 0.73 0/868 0.71 0/1168

67 fy 1.29 0/868 0.78 0/1168

68 R 0.66 0/890 0.75 0/1189

68 gy 1.26 1/890 (0.1%) 0.80 0/1189

69 S 0.56 0/974 0.67 0/1297

69 hb 1.08 0/978 0.75 0/1301

70 T 0.60 0/777 0.73 0/1033

70 ib 0.97 0/772 0.77 0/1026

71 U 0.77 0/665 0.71 0/882

71 jb 1.38 0/685 0.86 0/908

72 \Y 0.50 0/614 0.65 0/822

72 kb 0.82 0/618 0.68 0/826

73 A 0.75 0/443 0.70 0/588

73 1b 1.39 0/443 0.84 0/588

74 X 0.52 0/423 0.54 0/562

74 mb 0.97 0/423 0.71 0/562

75 Y 0.46 0/234 0.63 0/300

75 nb 0.95 0/230 0.91 0/296

76 Z 0.64 0/860 0.69 0/1136

76 ob 1.02 0/836 0.78 0/1104

7 aa 0.69 0/701 0.69 1/934 (0.1%)
7 pb 1.31 0/701 0.79 0/934

78 1b 1.03 0/76214 0.73 | 4/118821 (0.0%)
78 Aa 0.61 0/74873 0.57 | 5/116727 (0.0%)
79 6b 0.69 0/1804 0.62 0/2809

79 8 0.27 0/1804 0.41 0/2809

80 ba 0.30 0/1067 0.59 0/1439
All All 0.82 | 31/431658 (0.0%) | 0.67 | 67/634238 (0.0%)

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
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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
2 Ab 0 1
2 b 0 5
3 Ba 0 6
4 Pb 0 1
4 q 0 3
5 Cb 0 3
7 Eb 0 1
7 f 0 1
8 g 0 2
9 h 0 3
10 Hb 0 2
10 i 0 4
11 Ib 0 2
11 j 0 1
12 Jb 0 4
13 1 0 1
14 Lb 0 1
15 Mb 0 4
15 n 0 3
16 0 0 1
17 Ob 0 2
17 p 0 1
18 Qb 0 3
18 r 0 2
20 Sb 0 2
20 t 0 3
21 Th 0 2
22 Ub 0 1
22 \% 0 3
24 Wb 0 2
25 Xb 0 3
26 z 0 2
28 1 0 1
28 ab 0 3
30 4 0 3
31 5 0 2
32 6 0 4
32 b 0 3
33 gb 0 1
38 By 0 3
39 Fa 0 1

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

Mol | Chain | #Chirality outliers | #Planarity outliers
42 Fy 0 1
43 Gy 0 3
44 Hy 0 2
45 La 0 1
46 Jy 0 2
46 Ma 0 4
47 Ly 0 1
47 Na 0 5
49 Ny 0 2
49 Pa 0 1
20 Oy 0 2
50 Qa 0 1
52 Qy 0 1
53 Ry 0 1
54 Sy 0 1
55 E 0 1
5%) Ty 0 1
o7 G 0 1
o7 Vy 0 1
58 H 0 4
60 Yy 0 1
61 K 0 1
62 L 0 2
62 ay 0 3
63 M 0 2
63 by 0 3
64 cy 0 1
69 hb 0 1
All All 0 146

The worst 5 of 31 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
o8 H 116 | LYS | CG-CD | 80.59 3.94 1.52
1 a 1597 A C6-N1 | 39.89 2.15 1.35
1 a 1597 A N1-C2 | 39.32 2.12 1.34
1 a 1597 A N3-C4 | 34.21 2.03 1.34
1 a 1597 A C2-N3 | 33.03 1.99 1.33

The worst 5 of 67 bond angle outliers are listed below:
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
30 4 13 | ARG CA-C-N 26.43 163.44 122.74
30 4 13 | ARG C-N-CA 26.43 163.44 122.74
1 a 1597 A N1-C2-N3 | -10.10 99.01 129.30
1 a 1553 G C4-C3-03" | 9.17 126.75 113.00
78 1b 846 A C4-N9-C1’ 8.54 151.91 126.30

There are no chirality outliers.

5 of 146 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
2 Ab 42 | PRO | Peptide
3 Ba 147 | ALA | Peptide
3 Ba 151 | LYS | Peptide
3 Ba 44 | GLY | Peptide
3 Ba 81 PHE | Peptide

5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 2b 37739 0 18910 798 0
1 a 37455 0 18845 855 0
2 Ab 1603 0 1610 49 0
2 b 1583 0 1578 60 0
3 Ba 1798 0 1889 72 0
3 c 1722 0 1793 52 0
4 Pb 916 0 941 26 0
4 q 939 0 968 42 0
5 Cb 1626 0 1715 o1 0
) d 1635 0 1723 68 0
6 Db 1729 0 1812 20 0
6 e 1734 0 1817 20 0
7 Eb 2056 0 2140 79 0
7 t 2068 0 2154 38 0
8 Fb 1605 0 1669 77 0
8 g 1609 0 1675 60 0
9 Gb 1815 0 1894 69 0
9 h 1755 0 1846 96 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
10 Hb 1473 0 1555 39 0
10 1 1486 0 1576 50 0
11 Ib 1476 0 1501 61 0
11 ] 1489 0 1525 65 0
12 Jb 1479 0 1556 43 0
12 k 1494 0 1573 56 0
13 Kb 752 0 719 20 0
13 1 741 0 691 14 0
14 Lb 1159 0 1225 27 0
14 m 1168 0 1233 34 0
15 Mb 875 0 878 49 0
15 n 890 0 887 27 0
16 Nb 1192 0 1255 45 0
16 0 1192 0 1255 48 0
17 Ob 926 0 950 33 0
17 p 949 0 985 38 0
18 Qb 1105 0 1166 47 0
18 r 1105 0 1166 o4 0
19 Rb 948 0 990 34 0
19 s 1000 0 1063 39 0
20 Sh 1192 0 1222 45 0
20 t 1192 0 1222 46 0
21 Th 1112 0 1124 49 0
21 u 1112 0 1124 45 0
22 Ub 797 0 863 36 0
22 \4 805 0 874 46 0
23 Vb 673 0 662 26 0
23 w 684 0 672 30 0
24 Wb 1021 0 1060 34 0
24 X 1021 0 1060 44 0
25 Xb 1121 0 1196 48 0
25 y 1121 0 1196 13 0
26 Yb 1073 0 1132 45 0
26 zZ 1073 0 1132 64 0
27 0 558 0 298 33 0
27 Zb 651 0 682 23 0
28 1 769 0 816 38 0
28 ab 769 0 818 28 0
29 2 610 0 633 26 0
29 bb 610 0 633 28 0
30 4 442 0 431 71 0
30 db 442 0 430 27 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
31 5 475 0 925 21 0
31 eb 472 0 021 18 0
32 6 556 0 549 16 0
32 fb 556 0 547 39 0
33 7 2403 0 2350 62 0
33 gb 2383 0 2332 87 0
34 3 497 0 935 28 0
34 cb 491 0 524 13 0
35 4b 2579 0 1302 o4 0
35 Bb 2579 0 1304 62 0
36 3b 3353 0 1682 64 0
36 Ca 3333 0 1685 78 0
37 Ay 1899 0 1957 73 0
37 Da 1912 0 1976 77 0
38 By 3075 0 3142 116 0
38 Ba 3075 0 3142 107 0
39 Cy 2748 0 2859 117 0
39 Fa 2748 0 2859 129 0
40 Dy 2351 0 2294 108 0
40 Ga 2359 0 2311 101 0
41 By 1303 0 1376 52 0
41 Ha 1248 0 1339 49 0
42 Fy 1784 0 1862 48 0
42 Ia 1791 0 1869 60 0
43 Gy 1804 0 1877 41 0
43 Ja 1763 0 1819 49 0
44 Hy 1508 0 1572 58 0
44 Ka 1510 0 1576 55 0
45 Iy 1764 0 1804 59 0
45 La 1696 0 1731 68 0
46 Jy 1350 0 1381 o1 0
46 Ma 1353 0 1383 o1 0
47 Ly 1543 0 1607 58 0
47 Na 1548 0 1613 68 0
48 My 1053 0 1149 53 0
48 Oa 1059 0 1154 52 0
49 Ny 1720 0 1779 75 0
49 Pa 1720 0 1779 80 0
20 Oy 1555 0 1659 61 0
50 Qa 1555 0 1659 69 0
51 A 1378 0 1404 46 0
51 Py 1416 0 1433 53 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
52 B 1441 0 1543 47 0
52 | Qy | 1441 0 1543 55 0
93 C 1482 0 1578 46 0
33 Ry 1515 0 1606 42 0
o4 D 1445 0 1487 50 0
54 Sy 1437 0 1475 45 0
95 E 1276 0 1323 57 0
95 Ty 1276 0 1323 56 0
o6 F 778 0 791 20 0
o6 Uy 796 0 812 26 0
o7 G 993 0 1040 38 0
o7 Vy 1003 0 1048 37 0
o8 H 1089 0 1183 55 0
o8 Wy 849 0 727 12 0
59 I 959 0 1023 29 0
99 Xy 964 0 1025 34 0
60 J 976 0 1064 40 0
60 Yy 984 0 1075 43 0
61 K 1092 0 1155 41 0
61 Zy 1092 0 1155 31 0
62 L 1173 0 1215 52 0
62 ay 1173 0 1215 43 0
63 M 462 0 491 17 0
63 | Dy 462 0 191 11 0
64 N 767 0 816 26 0
64 cy 737 0 792 26 0
65 O 883 0 918 30 0
65 dy 876 0 912 29 0
66 P 1020 0 1090 38 0
66 ey 1017 0 1081 27 0
67 Q 850 0 880 27 0
67 fy 850 0 880 37 0
68 R 880 0 945 31 0
68 gy 880 0 945 44 0
69 S 965 0 1067 36 0
69 hb 969 0 1078 22 0
70 T 770 0 846 38 0
70 ib 766 0 844 29 0
71 U 650 0 654 29 0
71 jb 670 0 675 33 0
72 \Y 608 0 671 22 0
72 kb 612 0 682 23 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
73 W 436 0 475 18 0
73 1b 436 0 475 17 0
74 X 417 0 457 20 0
74 mb 417 0 459 18 0
75 Y 233 0 284 6 0
75 nb 229 0 273 5 0
76 Z 847 0 915 29 0
76 ob 824 0 892 27 0
7 aa 694 0 738 26 0
7 pb 694 0 738 28 0
78 1b 68091 0 33899 1154 0
78 Aa 66891 0 33616 1306 0
79 6b 1616 0 814 15 0
79 8 1616 0 816 10 0
80 ba 1052 0 1028 25 0

All All 401820 0 296572 8919 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 13.

The worst 5 of 8919 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)
1l:a:74:U:N3 1:a:74:U:C2 1.69 1.55
1:a:74:U:N3 1:a:74:U:C4 1.68 1.54
1:a:1597:A:C5 | 1:a:1597:A:C6 1.98 1.51
1:a2:1597:A:C5 | 1:a:1597:A:C4 1.89 1.46
30:4:13:ARG:C | 30:4:14:TYR:N 1.73 1.45

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all PDB entries followed by that with respect to all EM

entries.

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
2 Ab 204/252 (81%) 170 (83%) | 33 (16%) | 1 (0%) 24 60
2 b 204/252 (81%) 165 (81%) | 38 (19%) | 1 (0%) 24 60
3 Ba 222/255 (87%) 182 (82%) | 36 (16%) | 4 (2%) 6] 34
3 c 214/255 (84%) 192 (90%) | 21 (10%) | 1 (0%) 24 60
4 Pb 115/142 (81%) 101 (88%) | 14 (12%) 0 100] {100}
4 q 117/142 (82%) 97 (83%) 16 (14%) | 4 (3%) 24
5 Ch 214/254 (84%) 187 (87%) | 26 (12%) | 1 (0%) 24 60
5 d 215/254 (85%) 183 (85%) | 32 (15%) 0 100 ] | 100
6 Db 220/240 (92%) 199 (90%) | 21 (10%) 0 |
6 e 221/240 (92%) 188 (85%) | 32 (14%) | 1 (0%) 24 60
7 Eb 256/261 (98%) 211 (82%) | 44 (17%) | 1 (0%) 30 65
7 f 258/261 (99%) 224 (87%) | 33 (13%) | 1 (0%) 30 65
8 Fb 204/225 (91%) 176 (86%) | 27 (13%) | 1 (0%) 24 60
8 g 204/225 (91%) 175 (86%) | 28 (14%) | 1 (0%) 24 60
9 Gb 226/236 (96%) 194 (86%) | 28 (12%) | 4 (2%) 6] 34
9 h 216/236 (92%) 196 (91%) 19 (9%) 1 (0%) 24 60
10 Hb 182/190 (96%) 156 (86%) | 25 (14%) | 1 (0%) 24 60
10 i 183/190 (96%) 156 (85%) | 25 (14%) | 2 (1%)
11 Ib 183/200 (92%) 159 (87%) | 22 (12%) | 2 (1%)
11 ] 184/200 (92%) 168 (91%) 16 (9%) 0
12 Jb 182/197 (92%) 155 (85%) | 25 (14%) | 2 (1%)
12 k 183/197 (93%) 162 (88%) | 19 (10%) | 2 (1%)
13 Kb 90/105 (86%) 67 (74%) 23 (26%) 0
13 1 90/105 (86%) 74 (82%) 15 (17%) | 1 (1%)
14 Lb 142/156 (91%) 113 (80%) | 29 (20%) 0 | |
4| m 144/156 (92%) | 124 (86%) | 20 (14%) 100 | 100}
15 Mb 119/143 (83%) 74 (62%) 40 (34%)
15 n 122/143 (85%) 79 (65%) 40 (33%)
16 Nb 148/151 (98%) 121 (82%) | 26 (18%)
16 0 148/151 (98%) 128 (86%) | 20 (14%)
17 Ob 125/137 (91%) 104 (83%) | 21 (17%)
17 p 126/137 (92%) 105 (83%) | 21 (17%)
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
18 Qb 139/143 (97%) 117 (84%) | 21 (15%) | 1 (1%) 18| 54
18 r 139/143 (97%) 121 (87%) | 15 (11%) | 3 (2%) 31
19 Rb 117/136 (86%) 104 (89%) 11 (9%) 2 (2%) 36
19 s 123/136 (90%) 110 (89%) | 12 (10%) | 1 (1%) 16| 52
20 Sb 143/146 (98%) 113 (79%) | 26 (18%) | 4 (3%)

20 t 143/146 (98%) 124 (87%) | 17 (12%) | 2 (1%)

21 Tb 141/144 (98%) 114 (81%) | 25 (18%) | 2 (1%)

21 u 141/144 (98%) 132 (94%) 9 (6%) 0

22 Ub 98/121 (81%) 86 (88%) 12 (12%) 0

22 v 99/121 (82%) 87 (88%) 10 (10%) | 2 (2%)

23 Vb 85/87 (98%) 65 (76%) 19 (22%) | 1 (1%)

23 W 85/87 (98%) 71 (84%) 14 (16%) 0 |
24 | Wb 127/130 (98%) 103 (81%) | 24 (19%) 0 |
2% | x 127/130 (98%) | 115 (91%) | 12 (9%) 0 100 | 100}
25 Xb 142/145 (98%) 110 (78%)

25 y 142/145 (98%) 123 (87%)

26 Yb 132/135 (98%) 119 (90%)

26 z 132/135 (98%) 109 (83%)

27 0 67/108 (62%) 61 (91%)

27 Zb 80,108 (74%) 63 (79%)

28 1 95/119 (80%) 71 (75%)

28 ab 95/119 (80%) 64 (67%)

29 2 79/82 (96%) 64 (81%) 100 [1o0] |
29 | bb 79/82 (96%) 63 (80%) |
30 | 4 51/56 (91%) 38 (74%) 100 ] [100]
30 | db 51/56 (91%) 42 (82%) 100 | 100]
31 5 58/63 (92%) 43 (74%)

31 eb 58/63 (92%) 45 (78%)

32 6 71/152 (47%) 41 (58%)

32 fb 71/152 (47%) 43 (61%)

33 7 311/319 (98%) 281 (90%)
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
51 | A 171/184 (93%) | 160 (94%) | 11 (6%) 0 100 ] [100]
51 Py 181/184 (98%) 149 (82%) | 32 (18%) 0 |
52 B 183/186 (98%) 158 (86%) | 25 (14%) 0 |
52 Qy 183/186 (98%) 152 (83%) | 31 (17%) 0 |
53 C 181/189 (96%) 171 (94%) 10 (6%) 0 |
53 Ry 186,189 (98%) 168 (90%) 16 (9%) 2 (1%)

54 D 170/172 (99%) 157 (92%) 13 (8%) 0 |
54 Sy 169/172 (98%) 150 (89%) | 19 (11%) 0 |
55 E 157/160 (98%) 137 (87%) | 20 (13%) 0 |
55 Ty 157/160 (98%) 132 (84%) | 25 (16%) 0 |
56 F 96/121 (79%) 91 (95%) 5 (5%) 0 100 ] [100]
5 | Uy 98/121 (81%) 87 (89%) | 11 (11%) 0 100 [ 100]
57 | @ 132/137 (96%) | 121 (92%) | 11 (8%) 0 100 ] [100]
57 Vy 134/137 (98%) 115 (86%) | 19 (14%) 0 |
58 H 133/155 (86%) 109 (82%) | 24 (18%) 0 |
58 | Wy 124/155 (80%) 07 (78%) | 27 (22%) 0 [100] [ 100}
59 I 118/142 (83%) 102 (86%) | 16 (14%) 0

59 Xy 119/142 (84%) 98 (82%) 20 (17%) | 1 (1%)

60 J 122/127 (96%) 113 (93%) 9 (7%) 0

60 Yy 123/127 (97%) 101 (82%) | 22 (18%) 0

61 K 133/136 (98%) 115 (86%) | 16 (12%) | 2 (2%)

61 Zy 133/136 (98%) 116 (87%) | 17 (13%) 0

62 L 146,149 (98%) 116 (80%) | 27 (18%) | 3 (2%)

62 ay 146,149 (98%) 113 (77%) | 30 (20%) | 3 (2%)

63 M 56,59 (95%) 43 (77%) 13 (23%) 0

63 by 56,59 (95%) 39 (70%) 15 (27%) | 2 (4%)

64 N 98/105 (93%) 92 (94%) 6 (6%) 0

64 cy 94/105 (90%) 86 (92%) 8 (8%) 0

65 o) 107/113 (95%) 97 (91%) 10 (9%) 0

65 dy 107/113 (95%) 91 (85%) 16 (15%) 0

66 P 125/130 (96%) 110 (88%) | 15 (12%) 0

Continued on next page...
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
66 ey 125/130 (96%) 110 (88%) 5 (12%) 0 |
67 Q 104/107 (97%) 90 (86%) 14 (14%) 0 |
67 | fy 104/107 (97%) 87 (84%) | 17 (16%) 0 100 [100]
68 | R 110/121 (91%) | 103 (94%) | 7 (6%) 0 100 | 100]
68 | gy 110/121 (91%) 92 (84%) | 18 (16%) 0 100 [ 100]
69 S 117/120 (98%) 100 (86%) | 17 (14%) 0 |
69 hb 117/120 (98%) 102 (87%) | 15 (13%) 0 |
70 | T 97/100 (97%) 83 (86%) | 14 (14%) 0 100 ] [100]
70 | b 97/100 (97%) 80 (82%) | 17 (18%) 0 100 | 100]
1| U 80/88 (91%) 70 (88%) | 10 (12%) 0 100 [ 100]
71 jb 83/88 (94%) 67 (81%) 16 (19%) 0 |
72 v 7578 (96%) 69 (92%) 5 (7%) 1 (1%)

72 kb 7578 (96%) 67 (89%) 8 (11%) 0

73 W 48/51 (94%) 41 (85%) 7 (15%) 0

73 1b 48/51 (94%) 41 (85%) 7 (15%) 0

74 X 50,128 (39%) 46 (92%) (8%) 0

74 | mb 50,128 (39%) 40 (80%) 10 (20%) 0

75| Y 23/25 (92%) 23 (100%) 0 0 100 ] [100]
75 | b 23/25 (92%) 3 (100%) 0 0 100 | 100}
76 7 103/106 (97%) 91 (88%) 12 (12%) 0 |
76 | ob 101,/106 (95%) 87 (86%) | 14 (14%) 0 100 | 100}
77 aa 89/92 (97%) 76 (85%) 13 (15%) 0 |
77 | pb 89/92 (97%) 71 (80%) | 18 (20%) 0 100 ] [100]
80 | ba 134/311 (43%) | 128 (96%) | 6 (4%) 0 100 | 100}
All | Al | 22066/24071 (92%) | 18754 (85%) | 3191 (14%) | 121 (0%)

5 of 121 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
12 Jb 99 LEU
28 ab 84 VAL
18 r 116 LEU
19 s 82 ASP
26 zZ 52 LYS
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5.3.2 Protein sidechains (1)

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

entries.

The Analysed column shows the number of residues for which the sidechain conformation was

analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
2 Ab 170/210 (81%) 169 (99%) 1 (1%) 781181
2 b 165,210 (79%) 165 (100%) 0 100 | | 100
3 Ba 200/224 (89%) 198 (99%) 2 (1%) 68 | 76
3 c 192/224 (86%) 191 (100%) | 1 (0%) 8182
4 | Pb 95/118 (80%) 95 (100%) 0 [100] [ 100
4 q 98/118 (83%) 98 (100%) 0 100 100}
5 Ch 175/205 (85%) 174 (99%) 1 (1%) 781181
5 d 176,/205 (86%) 176 (100%) 0 100 | 100
6 Db 182/195 (93%) 182 (100%) 0 100 | 100
6 e 182/195 (93%) 181 (100%) | 1 (0%) 81/ /82
7 Eb 220/222 (99%) 219 (100%) | 1 (0%)

7 f 221/222 (100%) 221 (100%) 0

8 Fb 172/191 (90%) 172 (100%) 0

8 g 173/191 (91%) 173 (100%) 0

9 Cb 189/201 (94%) 187 (99%) 2 (1%)

9 h 187/201 (93%) 187 (100%) 0

10 Hb 163/170 (96%) 163 (100%) 0 |
10 i 165/170 (97%) 165 (100%) 0 |
1n | m 148/161 (92%) | 148 (100%) 0 100 ] [100]
11 ] 150/161 (93%) 150 (100%) 0 |
12 Jb 156,/166 (94%) 156 (100%) 0 |
12 k 158/166 (95%) | 158 (100%) 0 100 100}
13 Kb 77/98 (79%) 76 (99%) 1 (1%) 61 72
13 1 73/98 (74%) 73 (100%) 0 100 | 1 100
14 Lb 129/137 (94%) 126 (98%) 3 (2%) 44 64
14 m 129/137 (94%) 129 (100%) 0 {100]] 100

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
15 | Mb 88/119 (74%) 88 (100%) 0 100 [100]
15 n 88/119 (74%) 88 (100%) 0 100 ] [ 100}
16 | Nb 127/128 (99%) 125 (98%) | 2(2%) | 55 70
16 0 127/128 (99%) 126 (99%) | 1(1%) | 73 |77
17 | ob 91/105 (87%) 91 (100%) 0 [100] [ 100}
17 | p 97/105 (92%) 96 (99%) | 1(1%) | 68 |76
18 Qb 117/119 (98%) 117 (100%) 0 |
18 r 117/119 (98%) | 117 (100%) 0 100 ] [100]
19 | Rb 101/124 (82%) | 101 (100%) 0 100 ] 100}
19 s 113/124 (91%) 113 (100%) 0 |
20 Sbh 128/129 (99%) 128 (100%) 0 |
20 ¢ 128/129 (99%) 127 (99%) | 1 (1%)

21 | Tb 115/116 (99%) 114 (99%) | 1%) | 70 |76
21 u 115/116 (99%) | 115 (100%) 0 100] [ 200
2 | ub 93/114 (82%) 92 (99%)

2 | 04/114 (32%) 94 (100%) [100] [ 100}
23 | Vb 71/74 (96%) 71 (100%) 100 ] [ 100}
23 | w 74/74 (100%) 74 (100%) 100 ] [100]
24 | Wb 110/111 (99%) 109 (99%)

24 | x 110/111 (99%) | 110 (100%)

25 | Xb 119/120 (99%) | 119 (100%)

2% |y 119/120 (99%) | 119 (100%)

2% | Yb 112/113 (99%) 111 (99%)

26 2 112/113 (99%) | 112 (100%) [100] [ 100}
27 | 0 61/89 (68%) 61 (100%) 100 ] [100]
27 | 7b 67/89 (75%) 67 (100%) 100 100}
28 1 83/101 (82%) 83 (100%) 100 ] [ 100]
28 | ab 83/101 (82%) 82 (99%)

29 2 70/71 (99%) 70 (100%)

29 | bb 70/71 (99%) 70 (100%)

30 | 4 A7 /49 (96%) A7 (100%)
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
30 db 47/49 (96%) 46 (98%) 1 (2%) 47 65
31 5 51/54 (94%) 51 (100%) 0 [100] [ 100}
31 | eb 50/54 (93%) 50 (100%) 0 100 ] [100]
32 6 56/135 (42%) 56 (100%) 0 100 ] [ 100}
32 | 56/135 (42%) 56 (100%) 0 |
33 7 255/262 (97%) | 255 (100%) 0 100 ] [100]
33 gb 250/262 (95%) 249 (100%) | 1 (0%)

34 3 56/60 (93%) 6 (100%) 0

34 cb 55/60 (92%) 5 (100%) 0

37 Ay 190/196 (97%) 187 (98%) 3 (2%)

37 Da 192/196 (98%) 192 (100%) 0 100 | 1 100
38 By 319/323 (99%) 314 (98%) 5 (2%) 55 70
38 Ea 318/323 (98%) 318 (100%) 0 100 | | 100
39 Cy 288,/289 (100%) 286 (99%) 2 (1%) 76179
39 Fa 288,/289 (100%) 287 (100%) | 1 (0%)

40 Dy 241/245 (98%) 240 (100%) | 1 (0%)

40 Ga 243 /245 (99%) 243 (100%) 0 |
41 Ey 137/153 (90%) 137 (100%) 0 |
41 Ha 135/153 (88%) 135 (100%) 0 |
42 Fy 186,205 (91%) 185 (100%) | 1 (0%) 81/ /82
42 Ia 187/205 (91%) 186 (100%) | 1 (0%) 81/ /82
43 Cy 187/208 (90%) 184 (98%) 3 (2%) 55 70
43 Ja 177/208 (85%) 177 (100%) 0 100 | | 100
44 Hy 168/171 (98%) 165 (98%) 3 (2%) 51 68
44 Ka 170/171 (99%) 168 (99%) 2 (1%) 63 | 73
45 Iy 185/187 (99%) 183 (99%) 2 (1%) 65 74
45 La 177/187 (95%) 177 (100%) 0 100 | | 100
46 | Jy 146/150 (97%) | 146 (100%) 0 100 100}
46 | Ma 147/150 (98%) 146 (99%) 1 (1%) 76179
47 Ly 154/159 (97%) 153 (99%) 1 (1%) 781181
47 Na 154/159 (97%) 153 (99%) 1 (1%) 781181

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
48 My 107/109 (98%) 107 (100%) 0 |
48 Oa 108,/109 (99%) 107 (99%) 1 (1%) 70 76
49 Ny 175/176 (99%) 174 (99%) 1 (1%)

49 Pa 175/176 (99%) 175 (100%) 0

50 Oy 160/162 (99%) 160 (100%) 0

50 Qa 160,162 (99%) 159 (99%) 1 (1%)

51 A 139/146 (95%) 139 (100%) 0

51 Py 138/146 (94%) 135 (98%) 3 (2%)

52 B 150/151 (99%) 150 (100%) 0

52 Qy 150/151 (99%) 150 (100%) 0

53 C 149/154 (97%) 149 (100%) 0

53 Ry 152/154 (99%) 149 (98%) 3 (2%)

54 D 156,156 (100%) 156 (100%) 0

54 Sy 155/156 (99%) 155 (100%) 0

55 E 136/137 (99%) 136 (100%) 0

55 Ty 136,/137 (99%) 136 (100%) 0

56 F 85/107 (79%) 85 (100%) 0

56 Uy 87/107 (81%) 86 (99%) 1 (1%)

57 G 103/105 (98%) 103 (100%) 0 |
57 Vy 104,/105 (99%) 104 (100%) 0 |
58 | H 114/129 (88%) | 114 (100%) 0 100 [ 100}
58 Wy 60,/129 (46%) 60 (100%) 0 |
59 I 104,118 (88%) 103 (99%) 1 (1%)

59 Xy 104/118 (88%) 103 (99%) 1 (1%) 68 | 76
60 J 107/110 (97%) 107 (100%) 0 100 | | 100
60 Yy 108/110 (98%) 107 (99%) 1 (1%) 70 76
61 K 115/116 (99%) 115 (100%) 0

61 Zy 115/116 (99%) 115 (100%) 0

62 L 118/119 (99%) 118 (100%) 0

62 ay 118/119 (99%) 117 (99%) 1 (1%) 73077
63 M 46 /47 (98%) 45 (98%) 1 (2%) 45 65

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
63 | by 46/47 (98%) 6 (100%) 0 100 [100]
64 | N 84/88 (96%) 4 (100%) 0 100 ] [ 100}
64 cy 81/88 (92%) 80 (99%) 1 (1%) 63 | 73
65 o) 94/97 (97%) 93 (99%) 1 (1%) 65 | 74
65 | dy 92/97 (95%) 2 (100%) 0 [100] [ 100}
66 | P 109/111 (98%) | 109 (100%) 0 100 ] [100]
66 | ey 108/111 (97%) | 108 (100%) 0 100 ] | 100}
67 | Q 90/91 (99%) 0 (100%) 0 100 ] [100]
67 | fy 90/91 (99%) 0 (100%) 0 100 ] 100}
68 R 95/103 (92%) 5 (100%) 0 |
68 gy 95/103 (92%) 5 (100%) 0 |
69 S 103/105 (98%) 103 (100%) 0 |
69 hb 104,105 (99%) 100 (96%) 4 (4%)

70 T 80/82 (98%) 80 (100%) 0 |
70 ib 80/82 (98%) 80 (100%) 0 |
1| U 67/71 (94%) 67 (100%) 0 100 [ 100}
71 jb 69/71 (97%) 69 (100%) 0 |
2| Vv 67/69 (97%) 67 (100%) 0 100 ] [100]
72 kb 68,/69 (99%) 68 (100%) 0 |
3| w 4546 (98%) 45 (100%) 0 100 ] [100]
3| b 45 /46 (98%) 45 (100%) 0 100 [ 100}
74| X A7/116 (40%) A7 (100%) 0 100 ] [ 100}
74 | mb A47/116 (40%) 47 (100%) 0 100 ] [100]
75 Y 23/23 (100%) 23 (100%) 0 |
75 | ub 92/23 (96%) 22 (100%) 0 100 ] [100]
76 Z 90/91 (99%) 90 (100%) 0 |
76 ob 87/91 (96%) 86 (99%) (1%)

77 aa 7172 (99%) 1 (100%) 0

77 pb 71/72 (99%) 1 (100%) 0

80 ba 105/253 (42%) 105 (100%) 0

All | ALl | 18566/20221 (92%) | 18492 (100%) | 74 (0%) 81|84

EMD-10398, 6183
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5 of 74 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
76 ob 80 ARG
59 | 126 LEU

6 e 164 VAL
44 Ka 64 HIS
38 By 104 THR

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 273
such sidechains are listed below:

Mol | Chain | Res | Type
51 A o4 HIS
54 D 65 ASN
68 R 52 GLN
52 Qy 136 ASN
51 Py 55 GLN

5.3.3 RNA (D)

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 2b 1768/1800 (98%) 639 (36%) 0
1 a 1755/1800 (97%) 534 (30%) 0
35 4b 120/121 (99%) 20 (16%) 0
35 Bb 120/121 (99%) 17 (14%) 0
36 3b 157/158 (99%) 41 (26%) 0
36 Ca 156/158 (98%) 37 (23%) 0
78 1b 3180/3396 (93%) 881 (27%) 0
78 Aa 3120/3396 (91%) 804 (25%) 0
79 6b 75/76 (98%) 16 (21%) 0
79 8 75/76 (98%) 18 (24%) 0
All All 10526/11102 (94%) 3007 (28%) 0

5 of 3007 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 2b 2 A
1 2b 4 C
1 2b 6 G
1 2b 8 U
1 2b 10 G

There are no RNA pucker outliers to report.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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5.4 Non-standard residues in protein, DNA, RNA chains (i)

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

The following chains have linkage breaks:

Mol | Chain | Number of breaks
30 4 1
39 Fa 1
16 Nb 1
45 Iy 1
3 Ba 1
47 Ly 1

The worst 5 of 6 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 4 13:ARG C 14:TYR N 1.73
1 Fa 19:ALA C 20:LEU N 1.20
1 Nb 134:VAL C 135:LEU N 1.19
1 Iy 120:GLY C 121:LYS N 1.17
1 Ba 33:LYS C 34:ALA N 1.11



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-10398. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

6.1 Orthogonal projections (i)

6.1.1 Primary map

The images above show the map projected in three orthogonal directions.

6.2 Central slices (i)

6.2.1 Primary map

X Index: 265 Y Index: 265 7 Index: 265

WO RLDWIDE

sie

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 218 Y Index: 197 7 Index: 119

The images above show the largest variance slices of the map in three orthogonal directions.

6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.

(3)
‘c
U-
L


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
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6.5 Orthogonal surface views (i)

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.02.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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7 Map analysis (i)

This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
level 0.02

Voxel count (logl0)

T T T T T T I
0.00 00> 010 015 0.20 025 0.30
Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
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7.2  Volume estimate (i)

Volume estimate

175000 ~
150000 ~

125000 ~

— ‘olume

100000 . Recommended contour
level 0.02

Vvolume (nm?3)

75000 H

30000 -

25000 H

S

T T I I I I I T
0.00 005 010 015 020 025 030 0235
Contour level

The volume at the recommended contour level is 4789 nm?; this corresponds to an approximate
mass of 4326 kDa.

The volume estimate graph shows how the enclosed volume varies with the contour level. The
recommended contour level is shown as a vertical line and the intersection between the line and
the curve gives the volume of the enclosed surface at the given level.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

—— Primary map RAPS
Reported resolution
4.00 A=

Intensity (logl0)
P

0.0 0.1 0.2 0.3 0.4
Spatial frequency (A~1)

*Reported resolution corresponds to spatial frequency of 0.250 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-10398 and PDB
model 6T83. Per-residue inclusion information can be found in section 3 on page 26.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.02 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_fit
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

The images above show the model with each residue coloured according its QQ-score. This shows
their resolvability in the map with higher Q-score values reflecting better resolvability. Please
note: Q-score is calculating the resolvability of atoms, and thus high values are only expected at
resolutions at which atoms can be resolved. Low Q-score values may therefore be expected for
many entries.

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.02).

WO RLDWIDE

P

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#qscore_mapped_model
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#ai_mapped_model
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9.4 Atom inclusion (i)

Atom inclusion

1.0 —\
o
= 0.8
£
% —— Backbone atoms
n 0.6
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.02
v 0.4
=
2
!
[}
o
E 0.2 1
0.0

T T T T T T T T
0.00 005 010 015 0.20 025 0.30 0.35
Contour level

At the recommended contour level, 94% of all backbone atoms, 90% of all non-hydrogen atoms,
are inside the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#atom_inclusion_by_contour
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9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.02) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8970 . 0.3720
0  0.6440 . 0.1400
1 0.7620 . (0.3220
1b 0.9780 . 0.4500
2  0.5360 . (0.3050
2b 0.9570 B 0.4070
3 0.7780 . 0.2390
3b 0.9850 . 0.4590
4 e 0.6760 . 0.0740
4b 0.9930 . 0.4270
5 0.7300 . 0.2160
6 B 0.5800 . (0.1370
6b 0.9620 . (0.3880
7 . 0.4990 . 0.1450
8 0.7390 . 0.2520
A 0.8730 . 0.3870
Aa 0.9550 . 0.3780
Ab 0.8700 . (0.3760
Ay 0.9120 . 0.4880
B 0.8330 I (0.3560
Ba 0.8810 . 0.3970
Bb 0.9910 - 0.3470
By 0.9280 . 0.4590
C 0.7770 . 0.3330
Ca 0.9700 . 0.3930
Cb 0.8730 . 0.4230
Cy 0.9390 . 0.4560
D 0.8220 . 0.3600
Da 0.8270 . 0.4040
Db 0.8290 . 0.3710
Dy 0.9380 . (0.3800
E 0.8390 . 0.3740
Ea 0.8430 . 0.3740
Eb 0.8690 . 0.4070
Ey 0.9300 . 0.4030

Continued on next page...

1.0

0.0
M <0.0
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Continued from previous page...

Chain Atom inclusion Q-score
F 0.8090 . 0.2970
Fa 0.8790 . 0.3720
Fb 0.8760 . 0.3690
Fy 0.9290 B (0.4400
G 0.7460 . 0.3770
Ga 0.8680 . (0.2740
Gb 0.9010 . 0.3480
Gy 0.9110 . 0.4020
H B 0.4150 I 0.1670
Ha 0.8200 . 0.3140
Hb 0.8770 . (0.3410
Hy 0.9040 B (0.4150
I 0.8280 . 0.3620
Ia 0.8410 I 0.3530
Ib 0.9130 m 0.4190
Iy 0.8960 . 0.4040
J 0.8750 . 0.3330
Ja 0.7960 . (0.3100
Jb 0.8590 . (0.3780
Jy 0.9020 . 0.3690
K 0.8110 I 0.3160
Ka 0.8370  0.3500
Kb 0.8290 . 0.3270
L 0.8480 . (0.3680
La 0.8410 . (0.3130
Lb 0.8660 . (0.4400
Ly 0.9440 . 0.4460
M 0.8470 . 0.3440
Ma 0.7500 I 0.1980
Mb 0.8160 . 0.2290
My 0.9300 . (0.3990
N 0.7770 . (0.3260
Na 0.8490 . (0.3320
Nb 0.9050 . 0.4220
Ny 0.9430 = 0.4980
O 0.8160 . 0.3540
Oa 0.8940 . 0.3290
Ob 0.8940 . 0.4230
Oy 0.9330 . 0.4690
P 0.8270 = 0.3900
Pa 0.8700 = 0.3950
Pb 0.8640 . 0.3410

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

Chain Atom inclusion Q-score
Py 0.9430 m 0.4660
Q 0.8600 B 0.4110
Qa 0.8620 . (0.3830
Qb 0.8850 . 0.3960
Qy 0.9410 . 0.4590
R 0.7810 m 0.3810
Rb 0.8870 I 0.3670
Ry 0.8950 . 0.4170
S 0.8410 . 0.3330
Sb 0.8720 . (0.3570
Sy 0.9090 . (0.4440
T 0.7960 . (0.3170
Tb 0.9070 I 0.3590
Ty 0.9210 m 0.4590
U 0.9210 . 0.4330
Ub 0.8650 . 0.3570
Uy 0.9190 . (0.3700
\Y 0.8170 . (0.3060
Vb 0.8700 . 0.4080
Vy 0.8950 I 0.4680
W 0.8600 . 0.4080
Wb 0.9100 . 0.4500
Wy 0.7540 . (0.3600
X 0.7690 . (0.3400
Xb 0.8850 . (0.4440
Xy 0.9220 I 0.4370
Y m 0.5800 . 0.2890
Yb 0.8720 . 0.3580
Yy 0.9400 . 0.4290
/ 0.8140 . (0.3380
Zb 0.8150 . (0.3320
1y 0.9090 . 0.4060
a 0.9040 . 0.2810
aa 0.8070 I 0.3670
ab 0.9160 . 0.4620
ay 0.9330 . 0.4730
b 0.6870 . (0.2350
ba . 0.3520 I 0.0150
bb 0.9130 B 0.4110
by 0.9160 . 0.4480
¢ = 0.4900 . 0.2180
cb 0.8690 . 0.3940

Continued on next page...

WORLDWIDE
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Continued from previous page...

Chain Atom inclusion Q-score
cy 0.9060 . 0.4270
d 0.7390 . 0.2710
db 0.9150 . (0.4360
dy 0.9150 . 0.4550
e B 0.6540 . (0.2260
eb 0.8470 . (0.3930
ey 0.9330 m 0.4810
f 0.7050 I 0.2360
b 0.8620 . 0.2360
fy 0.9390 . 0.4950
g 0.7280 I (0.1950
gb 0.8590 . (0.3220
gy 0.8930 . 0.4490
h  0.6560 . 0.2140
hb 0.9330 . 0.4220
i B 0.5170 . 0.2290
ib 0.9190 . (0.4090
j B 0.6570 . (0.2100
jb 0.9670  0.5060
k 0.7070 . 0.2310
kb 0.9030 = 0.3930
1 B 0.6370 I 0.1880
b 0.9250 B (0.4850
m B 0.5540 . 0.2500
mb 0.9300 . 0.4540
n . 0.4820 . (0.1210
nb 0.8320 m 0.4600
) 0.7130 I 0.2980
ob 0.9020 . 0.4400
p B 0.6560 . 0.2770
pb 0.9060 . 0.4680
q . 0.4930 . (0.1440
r 0.7550 . 0.2030
S B 0.6110 . 0.2190
t B 0.6190 . 0.1730
u 0.7560 . 0.1740
v 0.7110 . 0.2210
w 0.7890 . (0.2640
X 0.7630 . (0.2980
y 0.7670 m 0.3010
Z 0.7910 . 0.1960
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