WDRLDWI

2PDB

PRDTEIN DATA BANK

wwPDB EM Validation Summary Report (i)

PDB ID
EMDB ID
Title
Authors
Deposited on
Resolution

Mar 5, 2026 — 01:43 AM UTC

7P7U / pdb_00007p7u

EMD-13245

E. faecalis 70S ribosome with P-tRNA, state IV
Crowe-McAuliffe, C.; Wilson, D.N.

2021-07-20

3.10 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 /EMValidationReportHelp
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
Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0
Buster-report : wwPDB partial adaption of 1.1.7 (2018)
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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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 3.10 A.

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

Metric Percentile Ranks Value
Clashscore NN | - o
Ramachandran outliers NN 0 I 0.1%
Sidechain outliers I | I .49
RNA backbone NN [j— (56
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 [ 1 526

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 14724 ( 2.60 - 3.60 )

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 1 62 94% 5%
2 2 59 = 85% 12%
19%
3 3 89 82% 8%  10%

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

Mol | Chain | Length Quality of chain
4 4 59 78% 2% 10%
5 5 49 84% 14%
6 44 = 82% 18%
7 7 66 80% 17%
8 8 38 = 87% 13%
9 A 2912 = 61% 31% 6% .
10 B 116 61% 30% “T%
13%
11 D 77 56% 34% 0%
12 G 276 88% 12%
13 H 209 = 86% 12%
14 I 207 . 86% 13%
5%
15 J 179 78% 20% -
9%
16 K 178 83% 15%
17 M 147 88% 12%
18 N 122 = 84% 16%
19 O 146 - 91% 9%
20 P 144 . 81% 2% 7%
5%
21 Q 127 - 86% 13%
22 R 118 - 80% 20%
23 S 115 - 91% 8% -
24 T 119 . 82% 18%
25 U 102 . 93% 6% -
26 Vv 115 . 85% 11%
27 W 96 = 80% 14% -+ 5%
10%
28 X 103 87% 11%

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

Mol | Chain | Length Quality of chain
29 Y 95 67% 11% 22%
13%
30 Z 62 94% 5%
31 a 1558 = 58% 35% 5% -
7%
I —
32 b 19 37% 26% 5% 32%
15%
33 C 261 76% 8% 15%
5%
34 d 218 - 74% 20% 6%
5%
35 e 203 - 89% 9% -
36 f 166 | " e 14%
5%
37 g 100 r— 84% 12%
15%
38 h 156 — 86% 12%
39 1 132 . 77% 23%
9%
40 j 130 — 70% 27% o
15%
41 k 102 — 82% 12% 6%
5%
42 1 129 — 71% 18% 10%
43 m 137 = 82% 16%
9%
44 n 121 — 74% 20% 6%
45 0 61 82% 16%
46 p 89 = 89% 7%
47 q 91 . 89% 7%
48 r 88 . 75% 6% 9%
5%
49 S 79 72% 8% 20%
9%
50 t 92 70% 20% 11%
5%
51 u 83 89% 8% -
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2 Entry composition (i)

There are 56 unique types of molecules in this entry. The entry contains 139826 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 protein called 50S ribosomal protein L29.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 1 59 491 307 91 92 1 0 0
e Molecule 2 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 2 o7 428 266 80 &1 1 0 0

e Molecule 3 is a protein called 50S ribosomal protein L31 type B.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 3 80 647 409 110 126 2 0 0
e Molecule 4 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 4 o3 106 248 84 69 5 0 0
e Molecule 5 is a protein called 50S ribosomal protein L33.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o o 48 410 247 84 75 4 0 0
e Molecule 6 is a protein called 50S ribosomal protein L34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 6 44 374 227 91 54 2 0 0
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e Molecule 7 is a protein called 50S ribosomal protein L35.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 7 64 522 320 122 78 2 0 0

e Molecule 8 is a protein called 50S ribosomal protein L36.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 8 38 300 188 66 45 6 0 0

e Molecule 9 is a RNA chain called 23S rRNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
I A 2824 60606 27054 11141 19587 2824 0 0

e Molecule 10 is a RNA chain called 5S rRNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
0 B 114 2439 1088 439 798 114 0 0

e Molecule 11 is a RNA chain called tRNA-fMet.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
I Db v 1644 733 298 536 77 0 0

e Molecule 12 is a protein called 50S ribosomal protein L2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 G 274 2106 1305 414 380 7 0 0

e Molecule 13 is a protein called 50S ribosomal protein L3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 H 206 1572 990 291 287 4 0 0

e Molecule 14 is a protein called 50S ribosomal protein L4.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 I 20 1572 984 289 297 2 0 0
e Molecule 15 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 J 17 1392 887 239 260 6 0 0
e Molecule 16 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 K 17 1335 838 242 251 4 0 0
e Molecule 17 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
T M 147 1146 726 207 209 4 0 0
e Molecule 18 is a protein called 50S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 N 122 923 574 176 171 2 0 0
e Molecule 19 is a protein called 50S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 0 146 1096 677 212 206 1 0 0
e Molecule 20 is a protein called 50S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
20 P 134 Total C N O S 0 0

1070 683 209 173 5

e Molecule 21 is a protein called 50S ribosomal protein L17.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 Q 125 997 615 192 187 3 0 0
e Molecule 22 is a protein called 50S ribosomal protein L18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 N 118 908 561 176 169 2 0 0
e Molecule 23 is a protein called 50S ribosomal protein L19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
21 5 114 025 582 185 158 0

e Molecule 24 is a protein called 50S ribosomal protein L20.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 1 T 118 050 602 184 160 4 0 0
e Molecule 25 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 U 101 779 497 138 142 2 0 0
e Molecule 26 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 v 11 841 527 154 158 2 0 0
e Molecule 27 is a protein called 50S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 W N 736 469 129 134 4 0 0

e Molecule 28 is a protein called 50S ribosomal protein L24.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 X 101 763 486 135 140 2 0 0
e Molecule 29 is a protein called 50S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
29 Y & 559 344 107 108 0 0
e Molecule 30 is a protein called 50S ribosomal protein L28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
01 2 61 430 299 97 82 2 0 0
e Molecule 31 is a RNA chain called 16S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
31 2 1521 32595 14542 5954 10578 1521 0 0
e Molecule 32 is a RNA chain called mRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
32 b 13 285 127 57 88 13 0 0
e Molecule 33 is a protein called 30S ribosomal protein S2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 ¢ 222 1773 1126 312 326 9 0 0
e Molecule 34 is a protein called 30S ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 1 d 20 1618 1018 304 293 3 0 0

e Molecule 35 is a protein called 30S ribosomal protein S4.




Page 10 wwPDB EM Validation Summary Report EMD-13245, 7TP7U
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 ¢ 200 1611 1010 301 296 4 0 0
e Molecule 36 is a protein called 30S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 ] R 1204 759 222 221 2 0 0
e Molecule 37 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ST 8 96 786 496 135 152 3 0 0
e Molecule 38 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 h 153 1218 759 232 221 6 0 0
e Molecule 39 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
} Total C N O S
39 ! 131 1041 662 184 193 2 0 0
e Molecule 40 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
40 ] 127 980 610 195 174 1 0 0
e Molecule 41 is a protein called 30S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
a |k )6 773 48T 142 142 2 0 0

e Molecule 42 is a protein called 30S ribosomal protein S11.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 1 16 854 527 163 160 4 0 0
e Molecule 43 is a protein called 30S ribosomal protein S12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 m 134 1051 652 211 186 2 0 0
e Molecule 44 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 114 002 552 183 166 1 0 0
e Molecule 45 is a protein called 30S ribosomal protein S14 type Z.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 | o 60 492 310 100 77 5 0 0
e Molecule 46 is a protein called 30S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 P 85 716 440 146 129 1 0 0
e Molecule 47 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 1 87 692 437 128 125 2 0 0
e Molecule 48 is a protein called 30S ribosomal protein S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 ' 80 660 414 124 119 3 0 0

e Molecule 49 is a protein called 30S ribosomal protein S18.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 > 63 511 328 95 87 1 0 0
e Molecule 50 is a protein called 30S ribosomal protein S19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o0 k 82 663 426 122 113 2 0 0
e Molecule 51 is a protein called 30S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
bl u 81 608 371 118 117 2 0 0

e Molecule 52 is ZINC ION (CCD ID: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
59 4 1 Toltal Zln 0
59 5 1 Toltal Zln 0
59 3 1 Toltal Zln 0
59 o 1 Toltal Zln 0

e Molecule 53 is POTASSIUM ION (CCD ID: K) (formula: K).

Mol | Chain | Residues Atoms AltConf
53 7 2 TOQtal I; 0
53 A 103 110(;;1 1133 0
53 B 3 Togtal I; 0
53 G 3 To?fal I; 0
53 | P 1 Toltal If 0
53 | a 38 T‘;gal ?fé 0

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

Mol | Chain | Residues Atoms AltConf
Total K
53 g 1 1 1 0
Total K
53 0 1 1 1 0

e Molecule 54 is MAGNESIUM ION (CCD ID: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf
Total Mg
54 A 138 133 138 0
54 B 1 Total Mg 0
1 1
54 a 1 Total Mg 0
1 1
54 Q 1 Total Mg 0
1 1
Total Mg
54 a 44 A4 A4 0
54 n 1 Tolta‘l l\gg 0

e Molecule 55 is 1,4-DIAMINOBUTANE (CCD ID: PUT) (formula: C4H;2Ns).

PUT
T NHv
ca
G2
N2HN ca
Mol | Chain | Residues Atoms AltConf
Total C N
55 a 1 6 i 9 0
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e Molecule 56 is SPECTINOMYCIN (CCD ID: SCM) (formula: C14Hy4N5O7).

SCM

Cam

Py OH

c7iR)  Ca(s)

E12(R)  C10(R

H 09

N10

O
H& H12 OH o
Mol | Chain | Residues Atoms AltConf
Total C N O
56 & I 23 14 2 7 0
gPDB
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
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
and red = 3 or more. 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
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: 50S ribosomal protein 1.29

Chain 1: 94% . 5%

0
[re)
lﬁ.

e Molecule 2: 50S ribosomal protein L30
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e Molecule 3: 50S ribosomal protein L31 type B
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e Molecule 4: 50S ribosomal protein .32
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e Molecule 5: 50S ribosomal protein 133
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Slmm~ o
4 =2 o @
[ RS |

e Molecule 6: 50S ribosomal protein L34

E31
K32
R46


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

EMD-13245, 7TP7U

wwPDB EM Validation Summary Report

Page 16

18%

82%

Chain 6

™

508 ribosomal protein 1.35

e Molecule 7

17%

80%

Chain 7

PASES

¥sa

67
8%s

6€X
8€Y

€A

YA

(45}

e Molecule 8

011

LH

50S ribosomal protein L.36

13%

87%

Chain 8

: 23S rRNA

e Molecule 9

6%

31%

61%

0€d

(4
€20
{4
144

61D

81D

0zTH

2154

)

120

802N
102D
902V
so0zn

T0CY

66TV
86TV

7610
€61V

28TY
1810
081D

8L1V
LL1D

691D

vot1Y
€910

19TV

(4444
win

8€TN
LETN

€ETV
2ETN

0ETY
92TV
6110
8TTY
LTTY
911D
ST10
01TV

{4944

80€D

TOEY
00€N

¥62d
€620

i

682N

0 88zn

-

08eY

LLTV

6920

L9V

LSy

14 4
{4143

3

052
67D

-

8¢y
pX44

weey

6EVD
8EVD

(4571

(1544

¢

[ 400
86EV

Teey
06€D

9LEV

TLED
0L€D

89€Y

99€V
S9€D

SGen

oveY
SYEY

EVED
cven

8EED

SEEV
veed
€gen

[44°0)]

0 0z€Dd

6T€N
8T€D
LIEV

CIev

9%sn
SYSY

€75V

TSy

8€5D
LESN

SESY
€90

6239y

1290

615V
815V

ST19D

(455

SO0SV
709D

208D

967Y
9670

68¥%D
98%V
S8%D
¥8%0
6.%D
€L%0
TLYD
TLYY
9970
097D

TSPV

9v¥0

{47718
154414
(7444

LE9D

SeoN
veov

Te9Nn
0€9N

929V

scon
vzon

0850

€190
2.LSn

899D

3

6550
8G90

eisicio]

6750
8%50

9TLY

PILY

60.LY

L

9690

769V
£€69D

5

069V

789V

T89Y
089D

8190
.90

SLoV

TLOV

8999
1,990

S99V

€99D
299D

899D

TS89V

€7on

179D
079D

S980
%980

858V
1,589
9680

€680
zcs8n
17680
8%8D

L8
9780

T8V
2E8Y
628V
S¢80
vzen
€280
T8y
718D

18y
{45018

018D

8080
08D

2089

008V
66.D

96.D

T6LY

89.D

S9.D

R LDWIDE
PROTEIN DATA BANK



EMD-13245, 7TP7U

wwPDB EM Validation Summary Report

Page 17

2560
TS6V
Ly6Y
Tvev

(074514
6E6D

9€g6Y

<
sl
o
1=}

€€6D

T€6D
0€6D

<‘><‘><‘><‘>iii<‘><‘><l><‘> <>

D
™~
I
o
=

-
©
N
a
l<

€260

126D

816V
160
9160

otTen

$S06D
706D
€06V
206D
T06Y

868D
L68Y
968D

988D

0 5880
8.8

G180
L8V

T.L80
T.8D

898Y

998N

850TN
15070

2¢S0TY
TS010

¥¥0T0
0v0TV
€01
€€01D
2e0TY
T€0TD
0€0TD
620TY
820TD

S20T0
Y2010

(440 |

L10TD

E€T0TY

60010
800TD

S00TD

€00TD

000TD
666V

1660

$66D

1860
986V
G869
v86v

.60

cLen

856V
LS6Y
956D

7560

0 8CTTH
LTTTY

i

SCTTV
iZ42A1

TeTIn
0zTINn
6TTTV

> oS

9TTTV
STT1D

€TTTD
CITTV
TTTID
OTTTD

80TTV
L0T1D
90TTV
SOTTN
o110
€0TTD
COTTD

660TN
8601D

e 2 2 2 A e e e 2 2 A f A e e e s e e e e a2

<&
©
o
S
-
p=:

<>

680TY
88010

€80TV

SL0TD

2L0TN

04079
69019

e s o o o R 2 2 2 4

1907V
9907V
S90TV
7901
€901

0907V

x44)

4445

eeeIn

41444
€120
c¢1eIn
12944

96TTD

142133

08110

SL11D
YLITD
€LTTID
CTLITY

0LTTD

L9TTV
99TTV
SOTTV
v911D

6STTD
SSTTD

21931
€GT1D

TSTTD
0STTV
6%T1D

9%T1D

8CETN
LTETD

TCeTV
0zZeTD
6IETY

80ETY
LOETD

COETD

00€TD
66210

26CTD

0621V

13

88CTD
L8TTY
98219

6,210
8.21N
L.21D
v.21D
€LTTV
TLTTD
L9219

S9CTY

€9CTD

3
H

T921D

iE[an)

€¥CT1D
[474%)
e

9€TTN
SETTN
veTTD
€ETTD

L

ovyINn
SYP1D

8EVTIV

9EVTD
SEVTIN

44444

(444 4

0071V

96€TD

veeETY
€6ETD

L8ETN

S8ETD
08€TO
9.ETN
SLETN
€9€TD
C9ETD
LSETY
9GETY
SGETD

0SETD

8vETN

SYETD

9EETY
SEETN

0EETD
6CETO

19570
09STN

TGSTV
0S8STN
651N
8¥S1N

€VSTIN
cvsIn
%S0

vesIn
0€STD
9CSTY
SCSTD
vesin
0ZSTH

L1810
9TGTV

TISTV
0TSTD

|

80STN
LOSTD

€0STD

TOSTD

L6%1D

Graal

vLvin

F

89V1V
L9%TD
wwmﬁu
T9%Tn
ommﬁ<

95V TV

isian!

08910
6.91D
8910
V.91V
9591V

TS9TV

0591V
6%910
8%91D
L¥91D
[441%)

0E9TY

S291D

€2910

0z91n
61910

9191V
ST9TV

TI9TV
T6STD
0631V

6831V

S8STV

LLSTY

vLSTD

04STD
69STD

99STD

S6.LTD

T6LTN

88.10

98LTY

¥8LID
LLLTD
9LL1D
SLLIY
69.L1D

TOLTY
T9LTD

95,10
SS.T0

CSLTD

TYLIV

S2LID
veLIY

TCLIY
0TLIY
6TLIV
8TLIV
LTLTID

STLTD

€TI0
CTLID

OTLTY
60LTD

LOLTYV

T0LTA

66910
86910

F

9691V

T691D
06910
689TD
8891V
18919

LT6TD

vi61v
E€T6TV

LO6TD

€06TV
2067V

6831V

098TV

SG8TH
5810
€48TD

+

0Z8TH

ST8TY

€T18TD
(42215

0T8T1D
60810
808TD
€08TD

66.LTV

LBLTY
96.LTV

8%02D

S%02D

£v0ey

9€0TY
se0zn
7€02D

c¢eoen

820TY

9zoey

80020

69610

89610
L9610

G961V

75610
€56T0

6761V
€761D
Ty61d
Y61V

LEBTD
9€6TN

LT6TD

|

6161D

.o 4

¢

9TTCY

V112D

802D
8.L020

L1020
9,020

69029
8902D

v90Ty
€9020

95020

2S02H
TS02D

OO0

662CY

96220

262TH

982V

j1:44

082V
6.2CV

L.2TD

s.Lzzn

2.2TTH
TL2TD

€922H

6922
8s5cen
Lszen
9szzn

[4{44)

6€2TO
8€TTY

1444
veeey
€eeen
ceeed
Teeev

L0220
90220

202TH
rTozen

00zey

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13245, 7TP7U

wwPDB EM Validation Summary Report

Page 18

96€£TD

£6€2n
T6ETD

88€TH
L8ETD

T8eTY

8LETH

TLETD

0Lezn
69€CD

€9€2D

T9€TN

L

6vecy
8veey
L¥€TD

4234

ey
Tveey
oveTy

8EETH

SEETY
YEETD

L1€TD

[43543)
TIETV

soeen
voeen

S152D

60520

66%CD

L6%2D

v6%2D

6872V

18%2D

1457414

8.¥2D

v.Lved
€Lven

89%2D

€9%CY

To%CV
09%29

ai44)

(4744

677CD
8¥vey

F

[4%4%44)

%4749

8EVCY
LEVTD

SEVTD
474
Sevey
vevev
474

[157249)
81¥Cd

s1ven

L0%2d

86€TD

1192V
07929

80929

S65CD
76520

26520
T16S2D

68929

9892V

08592
6.9V

LLSTY

€.520

TLS2D
04529

8952N

99529

09520
659920
8992

8%9¢D

S¥S2D

e€vsen
[4414)
wsen

9€5CD
sgsen
€S20
€E€SCO

Tesey

829D
Lzsen
lact43)
§2STO

125D

L1520
915CY

STLTD

€T.LT0
crlen
:mND
colen
T0L2D
00420

0.L92Y

T992H
0992n

8592D

99929

€992

3

2¥9zn

0%92H
6€920
8E9TH

L

53 rRNA

9€9TH
SE€9CD

8292N

9z9zn

€292
zeoen

61920
8192N

919ZH

€192V

0€82H
6282V

9282D

ST8TY
7182V

70820

20820

Lelen

veLey

€6.2D
zeLzn
TeLcy
ommmo
08420
6.2
8LLTV
LLLTV

CTLLTD

oLLey
69.20n

29.TV

67.2D

LyLey
ov.Ley
Sv.2D

6€.20

LgLTn
gelLen
LTLTD
8T.LTY

LTLTD
9T.LZD

3

30%

€682V

176820

6882V

882D

982D
5,820

€182
TL8TV

0482V
69820

19829

29829

0982V
69829
89829
15820

6%82D
882D

¥¥82D
£¥82V

e Molecule 10

82D

9€8CY
S€8TD

TE8TV

7%

61%

Chain B

SOTY
701D

T0T0

L6Y

880
80

8.Nn
LLD

N oo
© ©
v O

S99
oV

650
890
LS9
9SGV

T8V

©
l¢-
1

w0
0%d

8en

€eN

T€D
0oen
62D

1

ey
[443]

3

cm
TV
0Td

Ll

e€n

ST1D

0TTH

e Molecule 11

801N
L0TD

tRNA-fMet

N

o

—

N

<

m

R

o

N
R
m
—

=

o=

o]

o

9.0

890

999

i
©
iD

85V

b o o 4 2
7o}

(4 4

6%0

<>
IIrN III
<
>

ShY
44l

6EY

T€D

8zn
129

sen

€D
(44

508 ribosomal protein L2

02D

61D
81V

LD

o o B 4 J

| )
«® ) -
(] L&)

e Molecule 12

12%

88%

Chain G

v.L2d
TLeA
09z
08t1d
LLIN
€LTT
SSTI
0STX
EVIN

0ETT
62TV

14428
€21d

Terd
PITN
1114
86d
6.3
TLA
€94
190
671
STN
£vd
ve1
€1
62d
foracy
0za
0Tl

(44

e Molecule 13

S.TL

508 ribosomal protein L3

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13245, 7TP7U

12%
>

86%

wwPDB EM Validation Summary Report

Page 19
Chain H: &

%610
6%IA
0ETY
6174
€0TH

863

964
963

063

(48

LLY
9.d

13%

86%

e Molecule 14: 508 ribosomal protein 1.4

Chain I:

i

1020

06TN
68TV

€8TA
6.1Q

8.L1S
LLTL

o

4573
€STT
0STL
AR
9¥1T
SPIN
710
CETa

€Tl

ST1S

ETTA

TTTY

60TV

6.4

€94

6%H

ZEA

9¢I

rTeca

e Molecule 15: 508 ribosomal protein L5

20%

78%

6%

Chain J: —

0 EVTA

TPIA
(07451

9ETT

& 4

(434S

{4015}

ey

883

€8I

184
084

I‘O

8.4
LL4

LI
€LS

e Molecule 16: 508 ribosomal protein L6

GSTA
CSTH

0STY

0 st

wvia

.

15%

83%

19%

Chain K:

a2 J

o W~ o o < o o
© © © N~ oo} oo} e+ [}
%] B < =4 o — — <

)
&
=

12
oza
6Th

COPOPPO VPP PPPOO & & O 20 00 G000

8A

e Molecule 17: 508 ribosomal protein L13

€LTH

LT

1

091X

LSTA

SSTd

ZSTH

6€TH

9ETI

3

€214

6114

L1TY

LOTA

SOTT

12%

88%

Chain M:

8€Td
LETD

TCTL
21958
€0T1d

00TY

16%

e Molecule 18: 508 ribosomal protein L.14

(49!

60TN

074

R LDWIDE

S0Td
o1

664

L64

O
PROTEIN DATA BANK

W

erbDeBe



Page 20 wwPDB EM Validation Summary Report EMD-13245, 7P7U

e Molecule 19: 508 ribosomal protein L15

) L
Chain O: 91% 9%
o o® o *
. Emo MmNy e O MW N I o 1
;Szawggagzlz'.'la'l

e Molecule 20: 50S ribosomal protein L16

M
Chain P: 81% 12% 7%

© ~
© - = N o 32} = w0 © © ~ Il D ~ —
~ ~ = 2] = < =1 ~ - = = £ Y =] =

e Molecule 21: 508 ribosomal protein L17

5%

. I -
Chain Q: 86% 13% .
oo 2 2 2 4
I -oolo-o-w 0 B IO MY 1 o-g-gg-gi
N m — N < <+ < [} © ©0 © [+5) — o —
wn > ~ - = = X ~ o - ~ - a

e Molecule 22: 508 ribosomal protein L18

. -
Chain R: 80% 20%

L107
|
A111

X4
|
R11
|
R19
|
G24
R30
|
D46
D47
|
G50
|
S65
A56
|
163
T67
|
E70
|
V75
|
V79
A80
[ E8L |
R82
Vo2
|
R95
|
Y98
|
H101
|
Q105

L

. =
Chain S: 91% 8% -

e Molecule 24: 508 ribosomal protein L20

i
Chain T: 82% 18% .
-
I-a-a e-alg-als-ﬁlslg-@ 23 s-gls-s-glg-é- 3
= XX > o = = << = = g A ;e ~ = ~ = = [=] Ed
e Molecule 25: 50S ribosomal protein L21
. i u
Chain U: 93% 6% -




Page 21 wwPDB EM Validation Summary Report EMD-13245, 7P7U

& STETE ™S
= = £ B >

e Molecule 26: 508 ribosomal protein 122

"
Chain V: 85% 1% .

Ol N M« BN I~ e o o 3
h_IINIIN ..oi..q-..h-..h-..«)..w «).. c)ll
n o ® m H ad ®\ n b Km 2]

e Molecule 27: 50S ribosomal protein L.23

S97
T113

. L] o
Chain W: 80% 14% - 5%

™ w © N w w0
ol gy 53 g ey B &
2] B < X = > = = = (S =] 5

e Molecule 28: 508 ribosomal protein 1.24
10%
ChainX: T 87% 1% -

S S oo

@ 0o o

omm ¢ EN® - o
oG ENo < o o . S
X X >=4a = HA X

e Molecule 29: 508 ribosomal protein L27

Chain Y: 67% 11% 22%

e Molecule 30: 508 ribosomal protein .28
13%
ChainZ: T 94% 5% -

e Molecule 31: 16S rRNA

. B ——
Chain a: 58% 35% 5% -

() — =0 o [N (7] mmm0nn < & 0w WL W L © © © ~ ~
(3] (3] SRS T O o <OV OLD S vob<=< < o =] O o =}

SOe & & oo

N23
D41

[]
N
=




EMD-13245, 7TP7U

wwPDB EM Validation Summary Report

Page 22

S610

16TV

68TV
88TV

S8T1H

© O - N m ~ -
oo o0 0o Mmoo
3] NN A N 7]
<< DU VO O o

€8TD
(4215

081D
6LTY
8LIV

€L1Nn

oIV

6ETD

LETD

TETD

€CTD
[4q %]

LTTY

S82H
182H
8.an
LLTD
9,2V

€LTD

Tlen

L92H
99zn

L%2D
9%ZH

zven
15443

0€TH
(44

¥zed

L6€D

£6€N
26€0

L8€D
98€D

444
18€D
08€D

8LED

€LED
CTLED

0LEY

S9€0
voev
€9€D
{4144
T9€D
09€0
6G€D

93€D

£9ey
0S€D
6ven
8¥%€d

6EEV

LEED

SEED

CEEY

ozey

£2ed
czen

STED
viev

80€V

70€D

20€d

68VV

98%D
S8%0

6.%0
8LYY
LLYY

€L%D

TLYD

90¥%D
e{0)720]

[490]
1070
00%Y
66V

785D
£85D

789D
08sn

3

TLSY
TLSD

£95D

T9sY

1880
989D

7SS0
055D

L%SD

S%S0
%S0

zvsn

0%3D

L9
9ESY

vesn
€€S0

62SY

TS0

cTLn
TTLD
0140
€0.0
TOLY
004D
669D
£69D

T69Y

85.0
LS.D

7SLY

67.L0
TyLY
15774
0%Ld
6€LD
9€LD
0ELY

8TLY
LgL0

ST.LO
Y1.LD

Lyen

16V

SG68Y

6%8D
878y
L%8D

S¥8Y
7¥8d
£%80

151

8€8D
LEBD

SEOTD

€E0TD

TEOTV
0€0TD

< <&

€TO0TY

T20TY

61010

101D
€107V

0T0TV

80010
L00TD
900TD
S00TV

200TY
TOOTV

866D

966Y
S66Y

€669

+

.69
€L6Y

b o R 4 4 4 2 2 4

90T 1D

011D

TOTTD

660TD
86010
L6070

€60T0

16019
060TD

88019
18010

€80T0

18010

msmﬂb
v.L0TD
€L0TY
Nh“ao
69070
890TH
L90TY
9901V

901D

29019

09079
6S0TD

8G0TD

€3901D
2s01n
15070

0S0TNn

8701
LY0TY
9701

B
3

€V0TV

0%0TD
6€0TY

F

%0210

86110
LBTTV

S6TTY
Y6110

(4335
L8T1D

98T1D
S8TTA

8LT1D
LLTTY

€LT1D

TLTTD

PoT1V
€9710
29TTN
19110

6STTD

9STT1D

¥ST1D
€STIN
ST

0STTV
67170

LYTTD
9vTIN
SvTIN

SETTD
YETID

L2110

9CT1D

12110

€170

LOTTV

TOETN
00€TY
66210

9621
S6CTV

€TV
(4244}

9121H

11210

60210

L0219
90CTV

98ETY
G8ETD
78eTNn
€8ETY
C8ETD

LLETN
9LETY

+

Y9€TD

09€TD
6SETV
8SETV
LSETD
95€TN
GSETY
YSETD
€SETD
2¢SeTn

67ETD

LYETN
9%€TD
SYETY
vreTy
EVETD
(4245

L

€EETN
CEETY

0EETD

9CZETD

2TETD

8TETN
LIETD

vietv
EIETY

L0€T0
90€TV

COETD

9TSGTD

YISO
€1STD

TOSTD
00STH

98¥%T0

> e

A4
9.¥10

+

89VTV

99%1Nn

29v1INn
T9%1D
0971V

851D
LS%1D
981D
SS%1D

6771D
8vvIn

SYPID

6EVTY
8EVTO

TEYTD

SCHTO

(47234

€I71D

[40a%
TOvTV

86€TN
LBETD
96€TD

€6€TO

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13245, 7TP7U

wwPDB EM Validation Summary Report

Page 23

e s ol o d

i’

99G1D
S9GTD

€95T0

9GSTD
SSSTN
¥SS10

CGSTH
TSS1D
0GSTH
6%STN
8%STD

SYSTY
%310

TPST0
0vSTY
6€STN
€ESTN

0ESTY
6CSTY

S¢sTn
%2s1d

F

0ZSTY

e Molecule 32: mRNA

47%

32%

5%

26%

37%

Chain b:

L2 2 2 4
©0 o o

e Molecule 33: 30S ribosomal protein S2

710

)
o

SO0 o

15%

8%

76%

15%

Chain c:

0€Td

@ 90O oo

96M

£6N

984

@ & 0O o

@ 0O 00 & o o

*>&

6120

< & OO

68TL
881a

78TA
€8TI

9LV
SLTH

€911
(4198

YETA
€ETHT

e O o

e Molecule 34: 30S ribosomal protein S3

TETH

—
6%

20%

74%

i

86A

©
o
le

6L

o o o
0 O [}
[ =

L84

S8N

€8A
z8d

o 4

9.1

TLA

2 2 2

69L

894

7SI

o
0
%]

0SV

64

{oracs

S6T1
6T

1873

€814
281a

9L1L

€L1d

TLIL

{42144

e Molecule 35: 308 ribosomal protein S4

091
SETY
[441]
L1713
€T

111d

9%

89%

5%

Chain e: -

4oy

L8TA
9811

81
€814

+

99TA

€9Td

o¥v1s

EVTY

Ll

0ZTI
6TTH

[4a%:

80Ty

2oT1

L6N

zced

i

190

45!

oo o 4

e Molecule 36: 30S ribosomal protein S5

]
0

14%

84%

Chain f:

67Td

CETL

9CTH

{441

201D

S61

981

84

VLA
€3

OLN

99d

%91

sb

{4’}

6EA

1€1

624

oy
ScA

[4an

ocy

€1d

71

R LDWIDE

O

PROTEIN DATA BANK

W



Page 24 wwPDB EM Validation Summary Report EMD-13245, 7P7U

e Molecule 37: 30S ribosomal protein S6
6%
Chain g: — 84% 12% .

<>
.wmm I-i
Mo

e Molecule 38: 30S ribosomal protein S7

D89
195

15%
Chain h: 86% 12% oo
o o coee o o 00000000 - o o

O O

e Molecule 39: 30S ribosomal protein S8

[ |
Chain i: 770 23% N

X

<>
I -o-q'-oom-mq-mw-m-wm-ﬁ-w-ﬂ-wiwlermwhlmla-glga-elt-g-g
a H A Hd Ny ¥ 9§ w w9 © NENNNNEN®®O Cdeod S oo
= F H == (SIS ] - (== =] (L] ~ = ~ HEBH = A < 0 w ©w | =] 2] H =
e Molecule 40: 30S ribosomal protein S9
9%
Chain i: L -
ain j: 70% 27% ..
A 2 < & <& SO & <& < <&
@ W
-M-algaiﬁ R‘%l%‘@ﬁﬁ‘@%s-ﬁ 83 3-§E-S§-§l$lg-8lﬁlea
o> = ) (LIS X AaAam =oad = == > vo H AE> X (SR E R
© N~ S o o
oy - -
ma X A &

e Molecule 41: 308 ribosomal protein S10
15%
Chaink: T 82% 12% 6%
* 0000 ¢ 6 o o o

<& <> L & 4 <>
e ipe; I P & 2 B = SE =

e Molecule 42: 30S ribosomal protein S11

© o
-m-m-
= A

6%
. f— —
Chain [: 71% 18% . 10%




Page 25 wwPDB EM Validation Summary Report EMD-13245, 7P7U

o o w0 N < 0
grmggEemg gmgmg g B gL [ SHSHE S TE="c
o =2 - (=] =< n n A < = = = (& = = = =} = ==

R128
V129

e Molecule 43: 30S ribosomal protein S12

Chain m: 82% 16% .

- > e -
I-I----I----I-I---I-I----.

o |2 o 3 53] o = - = = L] ~ [= = = ~ ~ 0 =
e Molecule 44: 30S ribosomal protein S13
9%

. I —

Chain n: 74% 20% 6%

& & k2 2 < &
SiE A A S5F EF2888 0 =

e Molecule 45: 30S ribosomal protein S14 type Z

Chain o: 82% 16% .

i L

e Molecule 46: 30S ribosomal protein S15

A14

) [ e 9] N 0 ]
- AN (] 3] « <
o ~m O M| o n - =

Y49

. . B —
Chain p: 89% 7% .
> o

e Molecule 47: 30S ribosomal protein S16

[ |
Chain q: 89% 7% .

<>

e Molecule 48: 30S ribosomal protein S17

D68
T69
V70
H84

.

n
Chain r: 75% 16% 9%




Page 26 wwPDB EM Validation Summary Report

EMD-13245, 7TP7U

S17

—
©
-

K22
T30
K31

[ ] Wil oMy o
& € QO ~ &~
B4 = = (=Y £ =

V82

-
<
[

e Molecule 49: 30S ribosomal protein S18

6%

. f—
Chain s: 72% 8%

< & <& <> <&
- gH8+glgl$-$.
=~ x = wn = |2

e Molecule 50: 30S ribosomal protein S19
9%

Chaint: 70%
sooooe

N o ™| M m o < <
&) o 2= B =

e Molecule 51: 308 ribosomal protein S20

6%

D12
149

20%

o o o | N
2B 6"E™e SERSR
< > o = = £ © Mm

. f—
Chain u: 89%

@ & 0O o

w-S-ﬁ-g
n ~ = =

o
=
B

R77

8%



Page 27

wwPDB EM Validation Summary Report

EMD-13245, 7TP7U

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided

Number of particles used 18512 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‘/A2) 30.255 Depositor
Minimum defocus (nm) 500 Depositor
Maximum defocus (nm) 1500 Depositor
Magnification 165000 Depositor
Image detector GATAN K2 QUANTUM (4k x 4k) Depositor
Maximum map value 0.052 Depositor
Minimum map value -0.010 Depositor
Average map value 0.002 Depositor
Map value standard deviation 0.004 Depositor
Recommended contour level 0.015 Depositor
Map size (A) 344.4, 344.4, 344.4 wwPDB
Map dimensions 420, 420, 420 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 0.82, 0.82, 0.82 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

SCM, K, MG, PUT

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 | prigy 1 417) >5 | RMSZ 47| >5
1 1 0.15 0/492 0.24 0/654
2 2 0.17 0/430 0.29 0/579
3 3 0.18 0/664 0.34 0/896
4 4 0.18 0/413 0.30 0/549
5 5 0.20 0/414 0.29 0/552
6 6 0.20 0/377 0.27 0/491
7 7 0.19 0/528 0.29 0/689
8 8 0.20 0/310 0.32 0/409
9 A 0.21 | 0/67888 | 0.28 0/105890
10 B 0.17 0/2728 0.24 0/4252
11 D 0.16 0/1837 0.28 0/2862
12 G 0.20 0/2141 0.31 0/2881
13 H 0.19 0/1594 0.31 0/2140
14 I 0.19 0/1595 0.28 0/2157
15 J 0.18 0/1411 0.37 0/1897
16 K 0.15 0/1355 0.30 0/1825
17 M 0.20 0/1167 0.28 0/1576
18 N 0.20 0/930 0.30 0/1247
19 @) 0.19 0/1106 0.27 0/1474
20 p 0.20 0/1093 0.28 0/1457
21 Q 0.19 0/1006 0.33 0/1349
22 R 0.19 0/917 0.34 0/1226
23 S 0.18 0/939 0.31 0/1262
24 T 0.20 0/963 0.28 0/1280
25 U 0.24 0/791 0.30 0/1061
26 \Y% 0.20 0/850 0.32 0/1145
27 W 0.19 0/743 0.30 0/993
28 X 0.18 0/772 0.32 0/1035
29 Y 0.20 0/565 0.30 0/755
30 Z 0.16 0/486 0.28 0/648
31 a 0.19 | 0/36487 | 0.27 | 1/56905 (0.0%)
32 b 0.12 0/319 0.33 0/494

EMD-13245, 7TP7U
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. Bond lengths Bond angles
Mol | Chain | o717 55 | RMSZ 4| Z| >5
33 c 0.32 0/1803 0.48 0/2430
34 d 0.18 0/1643 0.31 0/2208
35 e 0.17 0/1641 0.32 0/2206
36 f 0.18 0/1217 0.30 0/1641
37 g 0.18 0/798 0.31 0/1075
38 h 0.15 0/1238 0.30 0/1668
39 i 0.18 0/1054 0.33 0/1417
40 j 0.16 0/993 0.30 0/1331
41 k 0.18 0/785 0.29 0/1059
42 1 0.16 0/869 0.29 0/1174
43 m 0.18 0/1068 0.35 0/1435
44 n 0.15 0/908 0.31 0/1219
45 o 0.17 0/504 0.26 0/669
46 p 0.17 0/726 0.27 0/969
47 q 0.17 0/704 0.34 0/945
48 r 0.17 0/668 0.30 0/891
49 S 0.16 0/518 0.29 0/694
50 t 0.16 0/680 0.28 0/911
51 u 0.17 0/611 0.33 0/818
All All 0.20 | 0/151739 | 0.29 | 1/227390 (0.0%)

There are no bond length outliers.

All (1) bond angle outliers are listed below:

Mol

Chain

Res

Type Atoms Z

Observed(°) | Ideal(°)

31

a

1390

C N1-C1-C2’ | 5.16

119.74

112.00

There are no chirality outliers.

There are no planarity outliers.

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 1 491 0 027 0 0
2 428 0 463 4 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 3 647 0 616 5 0
4 4 406 0 417 7 0
5 d 410 0 422 5 0
6 6 374 0 424 16 0
7 7 522 0 575 9 0
8 8 305 0 337 5 0
9 A 60606 0 30437 620 0

10 B 2439 0 1228 21 0
11 D 1644 0 835 29 0
12 G 2106 0 2189 21 0
13 H 1572 0 1654 18 0
14 I 1572 0 1614 17 0
15 J 1392 0 1454 43 0
16 K 1335 0 1369 18 0
17 M 1146 0 1191 14 0
18 N 923 0 985 16 0
19 0O 1096 0 1149 10 0
20 P 1070 0 1136 13 0
21 Q 997 0 1033 13 0
22 R 908 0 944 16 0
23 S 925 0 979 8 0
24 T 950 0 1009 16 0
25 U 779 0 821 4 0
26 \% 841 0 898 11 0
27 W 736 0 795 10 0
28 X 763 0 823 8 0
29 Y 559 0 268 9 0
30 Z 480 0 022 2 0
31 a 32595 0 16412 378 0
32 b 285 0 143 3 0
33 ¢ 1773 0 1810 16 0
34 d 1618 0 1664 29 0
35 e 1611 0 1628 20 0
36 f 1204 0 1280 21 0
37 g 786 0 781 10 0
38 h 1218 0 1246 12 0
39 1 1041 0 1092 21 0
40 j 980 0 1027 24 0
41 k 773 0 814 16 0
42 1 854 0 869 19 0
43 m 1051 0 1115 18 0
44 n 902 0 956 22 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
45 0 492 0 208 9 0
46 p 716 0 727 5 0
47 q 692 0 724 7 0
48 r 660 0 699 15 0
49 s 511 0 249 6 0
50 t 663 0 675 12 0
51 u 608 0 635 7 0
52 4 1 0 0 0 0
92 3 1 0 0 0 0
92 8 1 0 0 0 0
52 0 1 0 0 0 0
93 7 2 0 0 0 0
53 A 103 0 0 0 0
93 B 3 0 0 0 0
93 G 3 0 0 0 0
93 P 1 0 0 0 0
53 a 38 0 0 0 0
53 Z 1 0 0 0 0
53 0 1 0 0 0 0
o4 A 138 0 0 0 0
o4 B 1 0 0 0 0
o4 G 1 0 0 0 0
o4 Q 1 0 0 0 0
o4 a 44 0 0 0 0
o4 n 1 0 0 0 0
95 a 6 0 12 0 0
o6 a 23 0 24 2 0
All All 139826 0 92804 1441 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 6.

The worst 5 of 1441 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)
6:6:1:MET:HE2 6:6:3:ARG:NH2 1.46 1.28
6:6:1:MET:CE 6:6:3:ARG:NH2 2.10 1.13
41:k:36:VAL:HG12 | 41:k:76:1LE:CD1 1.85 1.07
36:1:86:ILE:HG12 | 36:1:95:LEU:HD13 1.36 1.06
9:A:295:G:02’ 9:A:296:G:05’ 1.72 1.05
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There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all 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.

Percentiles

I |

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

FLoo] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

Mol | Chain Analysed Favoured | Allowed | Outliers
1 1 57/62 (92%) 56 (98%) 1 (2%) 0
2 2 55/59 (93%) 54 (98%) 1 (2%) 0
3 3 78/89 (88%) 73 (94%) 5 (6%) 0
4 4 51/59 (86%) 49 (96%) 2 (4%) 0
5 5 46/49 (94%) 45 (98%) 1 (2%) 0
6 6 42 /44 (96%) 42 (100%) 0 0
7 7 62/66 (94%) 62 (100%) 0 0
8 8 36/38 (95%) 35 (97%) 1 (3%) 0
12 G 272/276 (99%) 265 (97%) 6 (2%) 1 (0%)
13 H 204/209 (98%) 195 (96%) 9 (4%) 0
14 I 203/207 (98%) 201 (99%) 2 (1%) 0
15 J 175/179 (98%) 167 (95%) 8 (5%) 0
16 K 172/178 (97%) 165 (96%) 7 (4%) 0
17 M 145/147 (99%) 144 (99%) 1 (1%) 0
18 N 120/122 (98%) 116 (97%) 4 (3%) 0
19 O 144/146 (99%) 140 (97%) 3 (2%) 1 (1%)
20 P 132/144 (92%) 131 (99%) 1 (1%) 0
21 Q 123/127 (97%) 120 (98%) 3 (2%) 0
22 R 116/118 (98%) 113 (97%) 3 (3%) 0
23 S 112/115 (97%) 110 (98%) 2 (2%) 0
24 T 116/119 (98%) 114 (98%) 2 (2%) 0
25 U 99/102 (97%) 97 (98%) 2 (2%) 0

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
26 \Y% 109/115 (95%) | 107 (98%) | 2 (2%) 0 |
27 W 89/96 (93%) 88 (99%) | 1 (1%) 0 |
28 | X 99/103 (96%) | 96 (97%) | 3 (3%) 0 100 ] [ 100]
29 | Y 72/95 (76%) | 68 (94%) | 4 (6%) 0 100 | 100]
30 7 59/62 (95%) 59 (100%) 0 0 |
33 c 220/261 (84%) | 209 (95%) | 10 (4%) | 1 (0%)

34 d 203/218 (93%) | 197 (97%) | 6 (3%) 0 |
35 e 198/203 (98%) | 193 (98%) | 5 (2%) 0 |
36 f 161/166 (97%) | 159 (99%) | 2 (1%) 0 100 | 100]
37 g 94/100 (94%) 92 (98%) | 2 (2%) 0 |
38 h 151/156 (97%) | 148 (98%) | 3 (2%) 0 |
39 i 129/132 (98%) | 126 (98%) | 3 (2%) 0 |
40 ] 125/130 (96%) | 119 (95%) | 6 (5%) 0 |
41 k 04/102 (92%) | 93 (99%) | 1 (1%) 0 (100 | 100]
42 1 114/129 (88%) | 110 (96%) | 3 (3%) | 1 (1%)

43 | m | 132/137 (96%) | 125 (95%) | 7 (5%) 0 [100] [ 100}
4 | n 112/121 (93%) | 110 (98%) | 2 (2%) 0 (100 [ 100]
45 0 58/61 (95%) | 53 (100%) 0 0 100 ] [100]
46 D 83/89 (93%) 82 (99%) | 1 (1%) 0 |
47 q 85/91 (93%) 83 (98%) | 2 (2%) 0 |
48 r 78/88 (89%) | 75 (96%) | 3 (4%) 0 100 | 100]
49 s 61/79 (77%) | 59 (97%) | 2 (3%) 0 100 [ 100]
50 t 80/92 (87%) 80 (100%) 0 0 |
51 u 79/83 (95%) | 77 (98%) | 2 (2%) 0 100 | 100}
All | ALl | 5245/5564 (94%) | 5107 (97%) | 134 (3%) | 4 (0%) 49 |78

All (4) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
33 c 131 | LYS
42 I 119 | ASN
19 9) 29 LYS
12 G 155 | ILE

gPDEB
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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
1 1 54/56 (96%) 53 (98%) | 1(2%) | 50 73
2 2 48/50 (96%) | 48 (100%) 0 100 ] [100
3 3 72/79 (91%) 1(99%) | 10%) | 59 76
4 4 43/48 (90%) | 43 (100%) 0 100 ] [100
5 5 48/49 (98%) | 48 (100%) 0
6 6 39/39 (100%) | 39 (100%) 0
7 7 51/53 (96%) | 51 (100%) 0
8 8 35/35 (100%) | 35 (100%) 0
12 | ¢ | 224/226 (99%) | 224 (100%) 0
13 | H | 169/172 (98%) | 169 (100%) 0
14 I 172/173 (99%) | 171 (99%) | 1(1%) | |78 |83
15 J 154/156 (99%) | 151 (98%) | 3(2%) | 50 @73
16 | K | 145/148 (98%) | 144 (99%) | 1(1%) | 76 |82
17 | M| 124/124 (100%) | 124 (100%) 0 100 ] [100
18 | N 08/98 (100%) | 98 (100%) 0 [100] [ 100
19 | O | 112/112 (100%) | 111 (99%) | 1 (%) | 70 |80
20 | P 107/114 (94%) | 107 (100%) 0 [100] [ 100]
21 | Q | 107/109 (98%) | 107 (100%) 0 100] [ 100
2 | R 02/92 (100%) | 91 (99%) | 1(1%) | 65 |78
23 S 07/98 (99%) | 97 (100%) 0 100] [ 200
24 | T 94/95 (99%) 93 (99%) | 1(1%) | 65 |78
2% | U 83/83 (100%) | 83 (100%) 0 [100] [ 200
2% | Vv 94/98 (96%) | 94 (100%) 0 [100] [ 100
o7 | w 82/85 (96%) 81(99%) | 1(1%) | 63 |78
28 | X 85/87 (98%) | 85 (100%) 0 [100] [ 200
209 | v 59/75 (79%) | 59 (100%) 0 100 | [ 100

EMD-13245, 7TP7U
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
30 7 54/55 (98%) | 54 (100%) 0 100 [100]
33 ¢ 187/220 (85%) | 186 (100%) | 1 (0%) | |81
34 | d 163/174 (94%) | 163 (100%) 0 100
35 e 174/177 (98%) | 173 (99%) | 1(1%) | 78|83
36 f 126/128 (98%) | 126 (100%) 0 [100] [ 100
37 | ¢ 85/88 (97%) | 85 (100%) 0 100 [ 100
38 h 130/133 (98%) | 128 (98%) | 2 (2%) | 57 75
39 i 112/113 (99%) | 112 (100%) 0 100 [ 100
40 i 100/102 (98%) | 98 (98%) | 2 (2%) | 48 T2
41 K 87/92 (95%) | 87 (100%) 0 100 [ 100
42 1 00/101 (89%) | 89 (99%) | 1(1%) | 65 |78
43 | m | 117/119 (98%) | 117 (100%) 0 [100] [ 100
4 | = 08/102 (96%) | 97 (99%) | 1(1%) | 68 |79
45 0 51/52 (98%) | 51 (100%) 0 [100] 100}
46 p 76/79 (96%) | 76 (100%) 0 100 [100]
41 | ¢ T7/81 (95%) | 77 (100%) 0 (100 [ 100}
48 r 74/81 (91%) | 74 (100%) 0 100 ] 100}
49 s 54/67 (81%) | 54 (100%) 0 100 [100]
50 ¢ 70/79 (89%) | 70 (100%) 0 |
51 u 62/64 (97%) | 62 (100%) 0 |
All | All | 4475/4661 (96%) | 4456 (100%) | 19 (0%) | | 81

5 of 19 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
38 h 85 TYR
42 1 7 HIS
44 n 79 ARG
40 j 129 LYS
22 R 4 LYS

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes.

such sidechains are listed below:

5 of 27
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Mol | Chain | Res | Type
34 d 122 GLN
35 e 86 ASN
46 p 76 GLN
35 e 59 HIS
35 e 93 GLN
5.3.3 RNA (O
Mol | Chain Analysed Backbone Outliers | Pucker Outliers
10 B 113/116 (97%) 23 (20%) 0
11 D 76/77 (98%) 20 (26%) 0
31 a 1518/1558 (97%) 219 (14%) 0
32 b 11/19 (57%) 2 (18%) 0
9 A 2820/2912 (96%) 405 (14%) 30 (1%)
All All 4538/4682 (96%) 669 (14%) 30 (0%)

5 of 669 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
9 A 10 A
9 A 15 G
9 A 34 U
9 A 46 C
9 A 51 G

5 of 30 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
9 A 1451 G
9 A 2808 U
9 A 1583 G
9 A 2877 G
9 A 2216 G

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.
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5.6 Ligand geometry (i)

Of 344 ligands modelled in this entry, 342 are monoatomic - leaving 2 for Mogul analysis.

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

. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | "' RMSZ | %7 > 2| Counts | RMSZ | #]Z| > 2
56 | SCM 1660 - 23,2525 | 1.34 | 3 (13%) | 27,39,39 | 1.57 | 4 (14%)
55 | PUT 1610 - 5,5,5 0.11 0 4,44 0.15 0

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.

-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions | Rings
56 | SCM a 1660 - - 0/4/57/57 | 0/3/3/3
55 | PUT a 1610 - - 0/3/3/3 -

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
56 a 1660 | SCM | C10-N10 | -2.35 1.43 1.47
56 a 1660 | SCM | C3-C4 | -2.17 1.47 1.50
o6 a 1660 | SCM C8-N8 | -2.10 1.44 1.47

All (4) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°®) | Ideal(°)
56 a 1660 | SCM | C8M-NS8-C8 | -4.24 108.75 114.23
96 a 1660 | SCM | C1M-N10-C10 | -4.17 108.84 114.23
o6 a 1660 | SCM | C2M-C2-C3 | -2.75 108.33 113.27
o6 a 1660 | SCM 01-C2-C3 2.52 112.14 108.62

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.
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1 monomer is involved in 2 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
56 a 1660 | SCM 2 0

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.

Ligand SCM a 1660

Torsions Rings

5.7 Other polymers (i)

There are no such residues in this entry.
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5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-13245. These allow visual inspection
of the internal detail of the map and identification of artifacts.

Images derived from a raw map, generated by summing the deposited half-maps, are presented

below the corresponding image components of the primary map to allow further visual inspection
and comparison with those of the primary map.

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map

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

WO RLDWIDE

sie

PROTEIN DATA BANK
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 210 Y Index: 210 Z Index: 210

6.2.2 Raw map

X Index: 210 Y Index: 210 Z Index: 210

The images above show central slices of the map in three orthogonal directions.
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6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 207 Y Index: 170 Z Index: 218

6.3.2 Raw map

X Index: 207 Y Index: 191 Z Index: 217

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

WORLDWIDE

P

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices

Page 43 wwPDB EM Validation Summary Report EMD-13245, 7TP7U

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

6.4.1 Primary map

6.4.2 Raw 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.
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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 0.015.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

These images show the 3D surface of the raw map. The raw map’s contour level was selected so
that its surface encloses the same volume as the primary map does at its recommended contour
level.
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6.6 Mask visualisation (i)

This section shows the 3D surface view of the primary map at 50% transparency overlaid with the
specified mask at 0% transparency

A mask typically either:
e Encompasses the whole structure

e Separates out a domain, a functional unit, a monomer or an area of interest from a larger
structure

6.6.1 emd 13245 msk 1l.map (i)



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks

Page 46 wwPDB EM Validation Summary Report EMD-13245, 7TP7U

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 0.015

Voxel count (logl0)
=Y
1

0

T T T T T T T
—=0.01 0.00 0.01 0.02 0.03 0.04 0.05
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.
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7.2  Volume estimate (i)

Volume estimate

40000

35000 -

30000 -

25000 H
— \olume

Recommended contour
20000 level 0.015

volume (hm?3)

15000 A

10000 4

5000 4

[ ————

0

T T I
—0.01 0.00 0.01 0.02 0.03 0.04 0.05
Contour level

The volume at the recommended contour level is 980 nm?; this corresponds to an approximate
mass of 885 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.
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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

Intensity (logl0)

0 ~

0.0 0.1 0.2 0.3

Spatial frequency (4~1)

0.4

0.5

0.6

*Reported resolution corresponds to spatial frequency of 0.323 A1

—— Primary map RAPS

Raw map RAPS
Reported resolution
3.10 A*
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8 Fourier-Shell correlation (i)

Fourier-Shell Correlation (FSC) is the most commonly used method to estimate the resolution of
single-particle and subtomogram-averaged maps. The shape of the curve depends on the imposed
symmetry, mask and whether or not the two 3D reconstructions used were processed from a
common reference. The reported resolution is shown as a black line. A curve is displayed for the
half-bit criterion in addition to lines showing the 0.143 gold standard cut-off and 0.5 cut-off.
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*Reported resolution corresponds to spatial frequency of 0.323 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 3.10 - -
Author-provided FSC curve | 3.06 | 4.04 3.10
Unmasked-calculated™ 3.61 | 6.54 3.83

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 3.61 differs from the reported

value 3.1 by more than 10 %


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#resolution_estimates

Page 51 wwPDB EM Validation Summary Report EMD-13245, 7P7U

9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-13245 and PDB
model 7P7U. Per-residue inclusion information can be found in section 3 on page 15.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.015
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 (0.015).

WO RLDWIDE

er

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
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At the recommended contour level, 93% of all backbone atoms, 87% 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 (0.015) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8710 B 0.5260
1 0.7450 = 0.4960
2 0.7820 B 0.5350
3 m 0.5840 . 0.4450
4 0.8490  0.5610
5 0.8430 B 0.5540
6 0.9120 B 0.5940
7 0.9240 B 0.5910
8 0.8550 B 0.5530
A 0.9340 B 0.5400
B 0.9320 . 0.4990
D  0.6920 m 0.4210
G 0.8470 B 0.5780 10
H 0.7800 B 0.5550
I 0.8260 B 0.5580
J  0.6620 B 0.4610
K  0.6070 . 0.4530
M 0.8470  0.5520
N 0.7470 B 0.5540
O 0.8090 s 0.5580
P 0.7890 B 0.5520
Q 0.8010 = 0.5290 = %00
R 0.7350 . 0.4940
S 0.7540  0.5350
T 0.8580  0.5580
U 0.8090 B 0.5700
\Y 0.8190 B 0.5500
W 0.8020 = 0.5230
X B 0.6740 . 0.4990
Y 0.8730 B 0.5730
7  0.6650  0.5470
a 0.9210  0.5180
b . (0.2840 . 0.3380
c e 0.6020 . 0.4510
d e 0.6970 . 0.4970

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

Chain Atom inclusion Q-score
e 0.7420 = 0.4990
f 0.7850 B 0.5310
g B 0.6510 B 0.5050
h B 0.5890 . (0.4600
i 0.8190 B 0.5320
j B 0.6870 . (0.4700
k  0.6450 m 0.4590
1  0.6660 m 0.4800
m B 0.7080 s 0.5400
n B 0.6540 s 0.4690
0 0.8550 B 0.5330
p 0.7450 B 0.5150
q 0.8010 B 0.5110
r 0.7870 m 0.5350
S  0.6800 m 0.4910
t B 0.6630 . 0.4770
u e 0.7070 B 0.4800
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