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PDB ID : 5H4P / pdb_00005h4p
EMDBID : EMD-9569
Title : Structural snapshot of cytoplasmic pre-60S ribosomal particles bound with
Nmd3, Lsgl, Tif6 and Rehl
Authors : Ma, C.; Wu, S.; Li, N.; Chen, Y.; Yan, K.; Li, Z.; Zheng, L.; Lei, J.; Woolford,
J.L.; Gao, N
Deposited on  :  2016-11-01
Resolution : 3.07 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 (i) symbol.

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

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

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#references

Page 2 wwPDB EM Validation Summary Report EMD-9569, 5H4P

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 3.07 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 - 4
Ramachandran outliers N[ W 0.9%
Sidechain outliers NN 0.1%
RNA backbone NN I (.41
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 0 | I (.433

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 13977 ( 2.57 - 3.57)

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
74%
1 1 3396 43% 36% 11% 9%
77%
I
2 3 121 35% 54% 12%
70%
.
3 4 158 51% 39% 10%

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

Mol | Chain | Length Quality of chain
59%
=
4 A 246 67% 33%
50%
| "
5 B 387 60% 39%
73%
I —
6 C 361 65% 35%
93%
e — -
7 D 297 60% 38%
81%
e — ——
8 E 176 54% 34% . 11%
73%
1y —
9 F 244 67% 24% 9%
70%
1y —
10 G 256 63% 27% . 9%
92%
T "
11 H 191 60% 39%
96%
N
12 J 174 57% 36% e
71%
T, —
13 L 199 64% 32%
82%
T — -
14 M 138 67% 30%
65%
Ty -
15 N 204 61% 37%
50%
. "
16 @) 199 72% 27%
66%
- ________=— -
17 P 184 71% 28%
83%
1 e— n
18 Q 186 70% 30%
57%
=
19 R 189 59% 24% 17%
87%
1 -
20 S 172 63% 34%
81%
- n
21 T 160 69% 31%
74%
1y em—
22 U 121 65% 17% . 17%
64%
. == "
23 Vv 137 68% 31%
32%
Ty —
24 %Y 155 27% 14% 59%
57%
=== ——
25 X 142 62% 23% . 15%
73%
| "
26 Y 127 73% 26%
82%
I -
27 Z 136 55% 42%
67%
Iy -
28 a 149 63% 34% ..

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

Mol | Chain | Length Quality of chain
92%
T — -
29 b 59 73% 25%
81%
I —
30 C 105 59% 33% 8%
64%
... —
31 d 113 73% 23%
75%
Iy —
32 e 130 68% 28%
51%
... "
33 f 107 72% 27%
58%
= —
34 g 121 64% 28% 7%
68%
...
35 h 120 77% 22%
93%
. 1 -
36 1 100 64% 34%
50%
. 1y — =
37 j 88 53% 45%
91%
T — "
38 k 78 71% 28%
75%
T -
39 1 51 53% 45%
69%
e — ——
40 0 106 52% 38% 10%
52%
= "
41 p 92 64% 35%
98%
I -
42 w 248 60% 38%
95%
T —
43 y 227 60% 40%
98%
L aaa— ]
44 A 56 55% 41% .
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2 Entry composition (i)

There are 44 unique types of molecules in this entry. The entry contains 122929 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 25S ribosomal RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 1 3091 66124 29535 11927 21571 3091 0 0
e Molecule 2 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 3 121 2579 1152 461 845 121 0 0
e Molecule 3 is a RNA chain called 5.8S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 4 158 3353 1500 586 1109 158 0 0
e Molecule 4 is a protein called 60S ribosomal protein L2-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 A 246 1874 1168 380 325 1 0 0
e Molecule 5 is a protein called 60S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o B 386 3075 1950 584 533 8 0 0
e Molecule 6 is a protein called 60S ribosomal protein L4-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 C 361 2748 1729 522 494 3 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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e Molecule 7 is a protein called 60S ribosomal protein L5.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 b 296 2375 1501 414 458 2 0 0
e Molecule 8 is a protein called 60S ribosomal protein L6-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 2 156 1239 800 222 216 1 0 0
e Molecule 9 is a protein called 60S ribosomal protein L7-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) K 222 1784 1151 324 308 1 0 0
e Molecule 10 is a protein called 60S ribosomal protein L8-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 G 233 1804 1151 323 327 3 0 0
e Molecule 11 is a protein called 60S ribosomal protein L9-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 H 191 1518 963 274 277 4 0 0
e Molecule 12 is a protein called 60S ribosomal protein L11-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 J 169 1353 847 253 249 4 0 0
e Molecule 13 is a protein called 60S ribosomal protein L13-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
13 L 193 1543 962 315 266 0

e Molecule 14 is a protein called 60S ribosomal protein L14-A.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 M 136 1053 675 199 177 2 0 0
e Molecule 15 is a protein called 60S ribosomal protein L15-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 N 203 1720 1077 361 281 1 0 0
e Molecule 16 is a protein called 60S ribosomal protein L16-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 0 197 1555 1003 289 262 1 0 0
e Molecule 17 is a protein called 60S ribosomal protein L17-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
L I 183 1442 896 287 259 0

e Molecule 18 is a protein called 60S ribosomal protein L18-A.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 Q 185 1441 908 290 241 2 0 0
e Molecule 19 is a protein called 60S ribosomal protein L19-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
19 R 156 1258 781 265 212 0

e Molecule 20 is a protein called 60S ribosomal protein L20-A.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 S 172 1445 930 267 244 4 0 0

e Molecule 21 is a protein called 60S ribosomal protein L21-A.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 T 159 1276 805 246 221 4 0 0
e Molecule 22 is a protein called 60S ribosomal protein L22-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
22 U 100 796 516 131 149 0 0
e Molecule 23 is a protein called 60S ribosomal protein L23-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 v 136 1003 628 189 179 7 0 0
e Molecule 24 is a protein called 60S ribosomal protein L24-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
241 W 64 528 340 103 84 1 0 0
e Molecule 25 is a protein called 60S ribosomal protein L25.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 X 121 964 620 169 173 2 0 0
e Molecule 26 is a protein called 60S ribosomal protein L26-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
26 Y 126 993 625 192 176 0 0
e Molecule 27 is a protein called 60S ribosomal protein L27-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
- Z 135 1092 710 202 180 0 0

e Molecule 28 is a protein called 60S ribosomal protein L28.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 2 148 1173 749 231 190 3 0 0
e Molecule 29 is a protein called 60S ribosomal protein [.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
29 b o8 462 289 100 73 0 0
e Molecule 30 is a protein called 60S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
01 ¢ 7 743 479 124 139 1 0 0
e Molecule 31 is a protein called 60S ribosomal protein L31-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3L d 109 876 556 167 152 1 0 0
e Molecule 32 is a protein called 60S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 ¢ 127 1020 647 205 167 1 0 0
e Molecule 33 is a protein called 60S ribosomal protein L33-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 f 106 850 540 165 144 1 0 0
e Molecule 34 is a protein called 60S ribosomal protein L34-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 & 112 880 545 179 152 4 0 0

e Molecule 35 is a protein called 60S ribosomal protein L35-A.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 h 119 969 615 186 167 1 0 0
e Molecule 36 is a protein called 60S ribosomal protein L36-A.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
36 ! % 771 481 156 132 2 0 0
e Molecule 37 is a protein called 60S ribosomal protein L37-A.
Mol | Chain | Residues Atoms AltConf | Trace
. Total C N O S
37 ] 87 681 414 148 114 5 0 0
e Molecule 38 is a protein called 60S ribosomal protein L38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
B/ |k m 612 391 115 106 0 0
e Molecule 39 is a protein called 60S ribosomal protein L39.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 1 50 436 272 97 65 2 0 0
e Molecule 40 is a protein called 60S ribosomal protein L42-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 © gE 765 481 154 125 5 0 0
e Molecule 41 is a protein called 60S ribosomal protein L43-A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 p o1 694 429 138 121 6 0 0

e Molecule 42 is a protein called 60S ribosomal export protein NMD3.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 W 248 1894 1208 318 361 7 0 0

e Molecule 43 is a protein called Eukaryotic translation initiation factor 6.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 Y 221 1699 1054 296 342 7 0 0

e Molecule 44 is a protein called Cytoplasmic 60S subunit biogenesis factor REH1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4“4z o6 469 289 92 85 3 0 0
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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: 25S ribosomal RNA
44%
. . ————
Chain 1: 43% 36% 11% 9%

A o o <> & 4
o (SR =T o o o < < o < < o o<
I I A e e s A a2 2

3 D O o
F) o <+
~ 2 P ]
(3] (3] T O O

OO e> & SO0

S0 <
o © ol Py

Al6
A39
A49
G59
A62
A63
u78

)
=
=]

A20

G127
C142

-> s>
G o
EE

OO PPPPPPP P99 P090 0900900009000 0909090909909 90990%90%%9%09090 L 2 2

C90
uo7
G98
G101
C102
G104
C105
A107
A123

>
g EEH - ERE ereRsa 38858383 8
EBcZIEEEE S 355838 E285228 88
PO 000000000000 000000000000000000000000

-
8
& ] & N &
=} < © o <<

1(‘”““‘” <rLr’.w Lr’.m_
o o N o N M o o0

< & < < < < <

(L=} o < (LIRS =B <<

R 2 2 2 2 2 2 2 2 4
<

N

0

=]

N m
[t} 0
= 3]

C525

l')(')
[T Qo)
o o<

0000000000000 00000000000000000000000000 06 000 oS00 soe o
2 ses@ss3233 £ 83 8 :;I g
g E2BBBEREEEE 8 B2 28288


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

EMD-9569, 5H4P

wwPDB EM Validation Summary Report

Page 13

SHoV

9€9D

0E9Y

i”’ <>

829V

< <&
I
3

faae) §
T2ov

8190

z1on

COOPO 000000

019D

809V

2

709D

209Y

o O
D O
n ©
o o

> @

169D

OOOQiOOQQ

9TLD

0TLY

8T.LD
LTLD

Lo o o I 2 2 TR 2 o o 4

vILD
€TL0

TTLY
OTLY

0.0

869N

969D
$69D

T69V
069V

OO

COOPPPPPO & VPP PPP0 V9P P09999099099909909%%0%9%9%0%9%90

96.0

LLL0
9.0
SLLY
YLLD

TLLY

r e s s s a2 a2 2 2 2 4

09D
63.0
8G.D

2¢S.LD
TSLY

Sv.LD
YvLY

~
o
N~
(]

SELY

998V

i

7989

1980
0989

SG680

8¥8Y
L%8Y
ov8Y
S%8D
%80

08D
6€£8D

LE8Y

T€8D
0E8Y

8T8y
Le8v
928D

%280

[44:0)
Tzen
0Z8Y

818D

918V
ST8D

€789

L08Y
908Y

708D
€080
208D

66.LD
86.D
L6e.Ln

9zey

0 Sz6Y

680

048D

even

6€g6N
8€60

LITTD

74229

(43334
TITI
(19990

60710
8011
LOTTD

SOTTV
v0TTD

2¢OoTTY
TOTTD

00710

i3

o o o 0 0 2 4 4 4 A C s s s BN L 2 2 2 o 2 2 2 4

S
=3
=
S

S 4
n
&~
o
3
<

v.L0TNn

COOPPOOSO G000 o

¢LOTD

-
~
o
=
=}

OO0 OOOOS

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

88T1N
L8TTD

08TTV

69TTV
89T1N

99171

6STTY

8YT1D

0 9HTTD

paan)

TeeTv

61CTD
8121Tn
L12TV

S1210

121D

e

orzIn
6021

802TNn

COOPPPPPPPPPPPPPPPPPP P99 PPPPPPP0PP0PP0P90990%CO 2909090

S6TTV
¥6T1D

0 9T€TD

0 60£T0

¢

90€1H
0 S0ETN

YOETY

* & oo

’ COETY

VLTIV
€LTTY

69210

i

S92

€8ETD
Z8ETH
T8ETY
08ETD

89€TN
L9ETD

¢

E9ETY

CveETD

BEETD

LEETY

PO OO V0090090000000

YEETN

TEETY
0 TEETN

0 62ETN

i

LZETD

8TETY

¢

¢

E€SPTV
(444

0S%TD
(5747431

LY71D

17474900

15445
V445

LEVTD

SEVIV
veVID
EEVTIV

8TYIV

80%TD
LOPTY

S0P

00%TD

66ETY
S6ETD
V6ETY

CT6ETD

06ETY
68ETD

98ETY

S8ETD
v8eTN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-9569, 5H4P

wwPDB EM Validation Summary Report

Page 14

0 £2ST0
zTeIn

L6%T0

S67TN

€6%TD

1671V

COPP 9000000900000 P 0909090909090 %0%00

68%TY
88%1D

0 8YTN

08%1D

LLVTY

SLYTY

€LY1D

o - N
S
<SS
Ra el
555

89% 1V
L9VTY

SSPIN

@ © 00O SO0

T6STD

<>

€991D

T9STD
09STD

<‘><‘><l><‘>ii[‘><‘>4><.>

]
N
©
=
=}

LSSTV
9§STD

¥Ss10n
€45TN

TSST0
0SSTD
6%STN

8%910
L¥STD

L 2 2

€VSTD

T9STD

0 SESTY

YESTV
€ESTN

TESTO

8TSTD
LTSTD

S2STH

09910

67910

8€9TY
LEITY
9€91N

0€9TN

8291D

92910

0z91n

0 8191D
0 L191D

€191V
CI9TV
TT91D
0191D
60910

S09TV
0 091D
€091V
uomﬂ<
96510
S65T0

€6STVY
¢6STD

€TLIY
ceLIn
TeLmn
0zLINn

¢
04
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
$
S
¢
¢
¢
¢
¢
¢
¢
¢
¢

L

v8L1D

TSL1D
0SLTY
6VLTY
8%.L1D

Q@ COPPPPPPPPPPPPPG V900000 OGCO O o S0

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

LELTN

S98TV

¥o81V
€98TD
29810

098TH
6G8TY

|

%9810

¢

0 0881V

6¥81D
881D

+

0 9810
|

€V81D

T8IV

¢

¢

8€8TD

+

€810

908TY

208TD

Y61V

b2 2 2

0¥61D

SE6TD
€610
€E6TY
TEBTY

¢[Fen]

0E6TY

LT61D

>

0z61Nn

L2 4

91610
ST6TV
71610

0T6TV

90619

2061
TO6TV

668TD

0 88TV

1881V
08810

€.810

T.8T0

£0120n

10720

©
D
o
N
O

©
D
o
N
<

e A S22 2 2 R 2 2 2 4

€602V

G8TCH

0812
6.T2D

1,129

0 g.1z0

TL1ZD

89TCV

S

9912V

¢

¢
¢

GSTCD

0872

8¥1en
Ly12V
9%12D

Tvien

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
w8
¢
¢
¢
¢
¢

6ETTY

Lgren

vETTD

e S e 0 o o 0 0 o 4 o 0 o o o 4 o 2 4 2 4

€22
T.Leed

€922
cseey
31443
082TH
6%22H

F

ovezn
6EE€TD
8EETD

9EETN

veeen
€€ETI

HHi

ozeey

@ SO O o o0

Lo o 2R 2 2 4

¢
¢
¢
¢
¢
¢
¢
¢

1822y

1

Vk44 )
vLzen

O

R LDWIDE
PROTEIN DATA BANK

W



Ay
<t
T
Y
S
Ne)
Y
<
a
=
=

wwPDB EM Validation Summary Report

Page 15

iz474/4

Leeey

28ETH
T8€TH

8LETO

TLETD

99€2D

¥9€eHd

LSETY
9G€TY
SSGETH
¥secd
€GETH

eveen

0 81929

6%92D

0
N
0
N
O

LYySeY

2092H

¥652D
€65CV

OoE4)

®
o
re)
N
o

cegsen

<>

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

L2 & 2 2 <‘><‘><‘><l><‘><l><‘><l><‘><l><‘><l><‘><‘><‘><‘><‘><‘>iii<l><‘><‘><‘> o o B & 2 3R 2 4

& o000

9G92D

€§92n
2SST0

e s s s o 2 o o & 4 222

L 4

¢L9TD

6992D
8992Nn

i

79920

09929
65929
85929
1592V

9992V

L 4

S¥.LTH
vvLlen

62.20

Leley

¥182D
€182V

€082V
2082y

00829

86.2D

Lo
96.29
s6.20
6.0
£6.cD

T8.20

6.LLTYV
8.L.2D

95.2D
S92

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
4
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
:
[ wsuen | ¢
¢
¢
¢

€5.2D
zslzn
TS.L2D

0§20

€982V
249820

08829

8¥%82D
Ly82V
9¥8zn
S¥8eY
%820
£v82Nn
c¥v8en
982D

S182D

o s oo o 4 2 d

vv6cn

o=
9862y
agezn

| weeey

€E6TY

D

<>

< w
o o
&g
(==

> <l><l><l>iii<l><l> iil<l><l><l><l><l><l><l><l>

v1oen
€T0€N
CTOEY

soTen
voren
€0TEY

¢
¢
¢
¢
¢
¢

L60€D
960€0
S60€N

0 L90€D

090€D

COOPPP GOPPPPPPPOG 90000000

’ 850€Nn

150€0
0 950€n

o

€G0€D

050€en
6V0EY
8V0EY
Ly0€eNn
9Y0EY
SY0€D
¥%0€D
E€Y0€D
cvoen

TL1E0
0LTEY

L9TEV
991€D

E9TEV

cesTen

A 2 4 4 A A s e s A e e

O0STEY

(42544

8ETEN

i

ETTEY

COOPP VPP PPPPPPPPPPPPG & V9000 9909090990999 999999%99%99%99

0ZTED

TIIEN

T2eed

8TCEY
L12€0

STCEY
v1cen

(a4
T12€0

802€D

20zed
T02€D
00zed

96TEN

98TEY
S8TEN

181€D

6.1EN

i

9L7€D
0 g.7€N

¢EE

0 €L7€D

ozae ]

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-9569, 5H4P

wwPDB EM Validation Summary Report

Page 16

i

0 0Z10
0 6110

~
0
o

o
)
-
(&

LITV

0
)
<

<

]

< <&
L 2 2 4
() ~
i
<&
I:@-%
=] (3]

. s
¢ ¢
$ s
= :
¢ ¢ ¢
¢ ¢ ¢ €110 8.9
0 0 0 0 345
¢ ¢ 4 0. “ wMS
S 3 $o  imm = [ 3
¢ €1TA
e S o SR 1 e
“ “ . “ MM “ 9010 < 0 “ 0€Td
el P W F o
e B
g ¢ wr ”
¢ ¢ = ¢ 765 €219
“ | Teev “ MMM M “ “ zzin ¢
¢ Lotev “ mmo. ¢ o m/” ¢ “ ¢ o ¢
“l LEEED ¢ cen “ MMM ) ¢ ¢ ¢ s
¢ e | geeev © ¢ e ¢ v 15D 911D ¢ “
= = Poge b v 5o :
¢ £egED o ¢ o e = ¢ ¢
zeeen ¢ ¢ 6 689 ¢ A oey
o RS s gl (.
becer v ¢ ¢ =]
¢ 6zeEn ¢ ) ¢ m@u ¢ o < ¢ ¢
¢ Ao b al & I A ¢
$ =, “h..‘- m ~ ﬁ- :
“ W “F 0 180 A MMN 4 m “ €2y “
¢ ¢ < - JE = 5 ks “mmm ¢
M M = ¢ e ¢ = o ¢
: o= s e e 2] e % IREE
¢ : 2 s w2 e P El iy
’ m ’ ‘ §.9 ) N ‘ 1)) 860 m ‘ 0
¢ @} ¢ sw 0. % m o . 8 ! ¢
1529 e % m/” ¢ v ¢ S ¥ ¢ = 96Y .m ¢ ¢
e oEm T c g w2 ; dhuel ¢
¢ ovesv | oreev TLEEY = ¢ ¢ % B M N ¢ M
g um O . = ! 3 ¢ S
. e s e | < R THER
M 0+ ¢ lo80 9 ¢ ¢ o < , & ¢ ¢ 9510 g
¢ o s 2 oew oy gy tm e B < ¢
¢ R S T 2 ew g T M ¢m g £ ¢ ’
¢ BN IR TN =R
¢ weeev vezey TogeD ° O ¢ L1 o ¢ ¢ = ° O e ¢

R LDWIDE

SPDB

PROTEIN DATA BANK

W



EMD-9569, 5H4P

wwPDB EM Validation Summary Report

Page 17

ol

T6T11

0 0674
L8TH

78TY

i

{4234 4

0 1813

0811

vL1d

89TA

i
oo o R £ 2 4

99TI
S9TA

o]
)
—
=

©
0
=
x

TS1d
0STT

© Y
™ <
i =
- =

YETA
€ETA

CEIN

62TV
8CTY

Q@ GO VPP PPPPPPPO 9900 9909090900900

9%CT

L

{4748

LETT

i

SETY

g m

¢ recs
0ETA
¢

0 LzTY

eI
j/44%
€ees

e & o0

TTCH

60CH

0 802a
0 0T

£02Y

e Molecule 5: 60S ribosomal protein 1.3

T0ZH
002Yd

>

L AR 2 4 24 4

L 4

o O -iNmEl N
§ & B WL WY 0 1o
T > X = H >

39%

COOPPO G090 V00000 G000

60%

60%

* e &

> 4

i
oo o a oo s s o B 4 4

¢

L 2

<>

Chain B:

Toa
091
65a
894

—
o
~

s ¢
¢
¢

)
-
~

~
—
=

N m
—
(L=

i

o
-
~

i

~
=

<+ W0
-3~

>

0 HTIA

€CTA
cTIM
TCIN

0 6TTA

8114

91Td

SOTA
70Tl

¢

N
o
1>-

L8A

> 4
N
<
3
m

9LA

Lo 2 2 o R o L A s A A A

¥4

TLd
0.4
693

0873

L 2

LLTH

i

VLA
€LTD

€9TH

i

LSTA

i

2128

0 [4:39'1

> o
© o
A [}
& B

[ -
o <
— -
(=4 o

0 ered
¢

(424}

TT2h
orea

S0zZA

OO 0O S0 o

< & oo

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

8CEI

0 9z€D

SceEN

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

€TEH

(A}
T1Ed

80EW
L0ed
90€L
SO0€T

[
o)
N
[=]

~
o)
N
©n

w o
D O
N N
< B

€8CK

X
un
99€D "
1563
¢
’ -
0 <t
¢ —
=
’ g .
¢ - R
¢ o X
¢ = &
M =
M g
! 2
B
¢ g
¢ n
[an)
‘E
ogen ©
0 SEET <
veey = =
“ geeN 2 o
M R
| TeeN <
0EED = =
l6ted @ (@)

e s o BB 4 4 o 2 & 2 4

4

Iml
<
<

COOPPP VPP PPPPPPPOG G0 & 090 090 00 O o o o0

[
Im

b
©
(7]

o
©
<

0
0
=

ZSA

g
~

1472

SEA

9z4d

SCA
v
€¢d

[44)8
Ted

o
(3]
=

8TN

© ~
—
[SI=]

o )
[t) ~ o — -
o == w4 ©

<
[

CTIL

SO 0O o0 o

9TIN

e o o o o 2 22 2 2 IR 2 I 2 A 4

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W

COPPPPPPP PP PP 0900900000909 PP0P0POGO 0



Page 18 wwPDB EM Validation Summary Report EMD-9569, 5H4P

® 000 0 00 000000 00000 G000 s > oo
=3358 588383 288852382 5833 588 H H S E
SfZg 2@ 283 S5 @ NERR S 3 B £88 8828 FEE

COOPPPPP 90 PP PPPPPPPPPPPP0 9909909909999 9%99%9%9%9 90
L ]} a
PO VOO PPO PPPPPO VP00 V990900 9909909909909 90999999%9%99%99%9

) 0
< [Te}
o el
= R

e Molecule 7: 60S ribosomal protein L5

K271
V272
1281
5282
T283
D285
1289
$292
5293
1299
A302

K315
P317
K319
K321
F334
K338
L339
S341
K342
A344
T347

{8 S
| M M
o A

93%
. I
Chain D: 60% 38% .

OO PPOOOOSO GO0 COPPPPPPPP G000 90 G000 9909000909999 9%090
FREEEEIEE EREREE g8
COOPPPPPPPPPO VPP PPPPPPPPPPPO PPV IP0 9999999909999 99%9%99%9%9%9%99%9 90
= a = =< > w [ e | a
e A e OO0 PP PPPOOGO 0090 00 Lo o 2 2 & & 2
& SIRRR R KR

COPPPPPPPPPPPPPPPP 9909090090999 99090909999999999999999%999%9%9%9%99%9 90

l\ M <+ 0w ©
5 2 8 oS Q o o o 0
— = N [N S o [S IS o)
|2 =l w [=3~=] =] [=] < A un J

Q39

A106
R107
R108
T109
L110
Q111
Y119

el < 1w © [} M © © 0
N t") <"<l'<l‘<0'<l‘ LD\!: I-D w ©0 © ©0 ©0 ©
— = oo = = = - o — =
= [} I = o~ © =4 o << Aov

OO PPP PP P00 PPP0P PP P09 090P0P0 0900909099090 9909990909992999999%99%99%9990

© ® -] o n © N~ 0 o ~ o O [ TS (T 0 O
< 'e} ['e} © © © © © N~ N~ N~ © © W © ©
N N N N SEESEES S N o o o a4 a4 g o SIS
~ 12 B 12 o < MW B — B Mo < @ < X

e Molecule 8: 60S ribosomal protein L6-A

81%

. I E—
Chain E: 54% 34% . 11%
C00P 0P 0000000000000 0000000000000 0 0000000000 0606060600

R26
V39
L40

L] w N~ o = o Sy ©
COOPPPPPPPPPPO 9090009009909 P9099099099099099999%%99%99099090
m 0w © N~ 0 o N w © kd o N o & o ~ o © O O O

COPOPPPPPPPPPPPPPPPPPPPPO & P00 V9909909909990 2%

2} 2}
Nm tVJ <I‘ ot
- - - —
[ < [=} =]

e Molecule 9: 60S ribosomal protein L7-A

1146

K150
L155
K156
Y158
L159
S160
L174

R134
E136



Page 19 wwPDB EM Validation Summary Report EMD-9569, 5H4P

73%
. T ——
Chain F: 67% 24% 9%

0000000000000 000000000000000000000000
¥ W O N~ N~ o < o
900000000000 00000000000 90000000 & 000 0000 06 ¢ 00 20000000
=] £ n o> = X ol B3
PPOOO € 6 000 00 V000 0900000009000 0000000009000000000 OO
3 3 2523838 3/88 388 s
7 2 EERERE] | H - B

OO 0O G000 G000 OO OO0 ©® VOO & VP99 0C 00 00
&
S

w ©
oo
N N
(-

e Molecule 10: 60S ribosomal protein L8-A
70%
. . aaaa E—
Chain G: 63% 27% < 9%

K98
P99
V102
R110
N112

K128
V134
R145
Y149
R15
F153
1168
L173
Y176
1178

[ © I~
© o o
— =
H X o

rar §
R218
K219
F220
K221

K206
L1207
N209

e 2 2 2 2 2 A e R o o @  © & oo
< w0
Q@D @ 9O G PO VPPV PPPP & 9999099999999 9999999999995999999%9%999
Hx - - o< [ | x
COOPPOSO GO 00 O G000 PO PPPOPPPOO 00000000 A o 2 2
(2} << > - = (=] = £ A < M O X ~
Q@D GO O VPP PPPPPPPPPP9P9P90P9P99909999099999990 29 9 29999 29990

) © =)
b N <
N N N
(=} > =

.

R44

532
0 om >

V50

w0
=
—
<

Q77
E112

0
~
[

q79

P129
E144
K146
L152
A154
V157
D158
1160
L162
M17
I179
L186

V190
Q192
1237
K248

e Molecule 11: 60S ribosomal protein L9-A
92%
Chain H: 60% 39% .

OO COPPP 9099090900900 0 9009990909990 9909999999999995999%9%9%9%9%9%99090 o
o —- o N~ 0 o el N~ ~ [ B I o o] o = o4 mMm ¢ W N~

COPPPPPPP VP00 & V0909099999090 9909099990999999%99%9%9%99%9990

7o -
0 O O o —
0 w0 O i —
ox = &= I

w0
—
—
~

E113
Vii4




Page 20 wwPDB EM Validation Summary Report EMD-9569, 5H4P

COOPPPO V0P 000000000 POPPOOGO G000 h o s s A g A e s A o
& 9 2 8 s 2 2
g d & E 58 2 E

OO0 OOOOS

e Molecule 12: 60S ribosomal protein L11-A
96%
Chain J: 57% 36% ..

N139
V140
E143
L146
V151
D153
S155
Q163

1164

H183
G185
F186
E189
L191

OO PPPPPPP PP P09 P0P P99 P0P 0909900990909 909090909090909099099099999%9%99%9%9%90

=] o) ~ o ] ® D o re) ® o [~ I) ~ ) < ~ @
o - - - ] Qg bl Iv] o o § o < N 0 o e}
= @ 2] == ©w a B [ =g S o o x = 20 H

OO PPPPP 0009009009099 909090P0909090999909090990999999999999999999%99%99%9%9%990

OO0 PPP P P00 0 P00 0 P00 0 9090009099000 9090000000090

Soos0000000e
= @ £ >~ < A a
e Molecule 13: 60S ribosomal protein L13-A
71%
. - aaaa —
Chain L: 64% 32% ..
00O & 0000 0 oo o o o0 o > oo

D27

N
[y}
£

V33
R36
R59
T62

i

Q@ © CPOPPPPPPPPPO G G000 G0 990990990 299090 > %90

0
e}

* o A 2
4 = Ok B
Q@ 0O PPPPP0PP 9009000090999 9999999999999 2999 9999999999290

~ N oo
2} K 2 R R8 ® © ©
— — - o —~ =
=4 I3 a oW == |

. A

R101
N103
N105

R174
K185

e Molecule 14: 60S ribosomal protein L14-A
82%
Chain M: 67% 30% .-

COPOPPPO0P0O0OOO OO PO COPPPPPPP0 VPP PPP0 V9099099090000 09090

< w0 DO o ¢ w0 o N~ N~ D o0
o ©O N~ - - AN N SIS [} m M Sy <+ ©
= H > - = m = > H X X o [ [=] A =

R13
V53
R5.
A7



Page 21 wwPDB EM Validation Summary Report EMD-9569, 5H4P

Q@ © POPPPP0 PP PPPPPPPPPNVNPPIVVPPPPO 9999990909990 29909090 290990

fa s o BB 4 o o o & & 4

e Molecule 15: 60S ribosomal protein L15-A

65%

M121
R124

K127
R128
K132
L135
A136

. I
Chain N: 61% 37% .
OGO 0OO SOOO GOO SO COPPO GO & 0O & SSOOSO SO0

R20
F21
L22

aNMm ¢ 0 © O) < w0 (=) N~
OO & & O oo L o 2 J R 2 OO0 OOS
> 122] 122]

COOPPOPPPPP 00 VPP PPPPPPPPG & 990900 9909099999090 209090

[} ~
< < 2
= - =1

K93

A102
E103
E104
N112
N122
Q123
K128

- o < 0 o o o - o ¥ W
0 W WwLENW © © 8 3 2 3 e o o o o
=1 o oA = 1 - = - - o o = o
L= A A= =T B = £ ~ == m o=

L 2 4
o
o o
o N
Mo

e Molecule 16: 60S ribosomal protein L16-A

60%

. -
Chain O: 72% 27% .
o oo o *0® 000S 0O O oo G0

Y54
H55
F64

LN E - 5 afllz™ -
= | = a oA = [Z | &3 o

L 2 2B 2 4 <& S e & o COO 9 VPP PO G990 9909909909990 9%90
(o] pad w © ﬁ ‘-1 N

~
QCOOPPP & 9O & O O V9090990999900 9909999999999 99%9%9%99%9990

o0 o0 oo} o N
< n ~ ] © ) )
- - — - — - —
= = << < n = £

e Molecule 17: 60S ribosomal protein L17-A
66%
Chain P: 71% 28% .

vss
P109
P110
D113
V118
V119

G139
V145
K148
0
9

PO GOPOPPPO GO G090 oo @® 9O O O VP00 90O G900 < <

[} [N A N~ [ N w0 w
A - q g9 gaN 9 © Ire) ©
> o — = £ 2] = l:!‘ wn

E31



Page 22 wwPDB EM Validation Summary Report EMD-9569, 5H4P

GO COOO G0P GO GO & O COCOO GO0 000S o * o 000 o oo

[0} 0 o © o S 1 228 8 8K &8 & 58
g & 2 e 2 ] B R =R
cooee oo 0000000000000 00000000000006006006006000

LR] K ERELEEREE 8 E 5 B &

H = X =] 2P [ ~ 12l ~ << "
e Molecule 18: 60S ribosomal protein L18-A

83%

Chain Q: 70% 30% :

COOPPPPPPPPPPPPPPPPPO VPP PPPP O O 9909090999099 290 290090

e e R L . s e s 4 2 A s Ao 2 2 2 J OO POP 00000000

AN e SN NN R EE

OO PP PPPPPPPPPPPOP VPP PPO VPPV PG V9900 9900909909000 & G900 o
3 8
E Z

o @© - — — ©
] L2} < 0 © ©
] — - - = —
~ = ~ ~ B ~

K56
157

- N
0 M
E]

L36

0 O O
| 0
I ]

H10

A103
R105
F106
T107
K113

1122
T123

iii

D125
Q126
P143
N145
V150
F153
M155
E173
A175
G177
R178
R179

<>

e Molecule 19: 60S ribosomal protein L19-A
57%
Chain R: 59% 24% 1%

viss @

COOPPO OO & V00 & 90 VPPV POPGO V99900 290 299999090 Lo 2 2 2 2R

e R A A A S ®* &
o~ N s [ 8 g 8 8 g
EE sk [ g3z 2l = <
e o A o o o o I o A e e e
o
pe

© ] ~
® ® 0
- - -
~ =] -

COPOPOPO 00O G090 o S oS oo
S
e

Y120
Y124

3
=

A67

R81

K128
F132
K135
D148

-
o
o
g
I =

e Molecule 20: 60S ribosomal protein L20-A
87%
. e — -
Chain S: 63% 34% .

COPOP VPP PPPPPPPPPP VPPV OPG & O O O 90 9909099599999 9%99%9%9%9%990990 2

o - ) N < o © ~ O O
o o < — = o N < & 1 10 o
= < =) H O A A = - o H oH >

WO RLDWIDE

R28
S32
148
K50
V51
K52
Sb5

PROTEIN DATA BANK



Page 23 wwPDB EM Validation Summary Report EMD-9569, 5H4P

COOPP PP PPPPPPPPP P00 VPPV PPPIPPG VP99 99090 2999090 29099909090
© o O o0 0 © N~ o [} © o M W O N~ (3 ﬁ

COPPPPPPPPPPPPO VPP PPPPP0 9909090990990 9909909990%9%0 2900

<t‘ <l‘ :o
‘—c — -~ —
~ (=2 = £

e Molecule 21: 60S ribosomal protein L21-A
81%
Chain T: 69% 31% .

A102

T105
D109
H114
R115
R117
H122
L124

V126
K146
L148
F150
R155
K166
T170
Y172

COOP VPP PPPPPO0GPOOOOGO o r oo di 4 2 4 A e

OO VPP PO PP PPPP V9P & 9099099099099 99999999999999%%99%9%9%9%9%990

COOPPPPPPPPPO G000 PO 900 & G000

™ ™
- bl
I"d. ""‘I-. -

e Molecule 22: 60S ribosomal protein L22-A

74%

R92
Q127

L128
A133
S138
vi41
P148
L151

. Iy — . ——
Chain U: 65% 17% . 17%
PR €O 00000000000000000000000000000000000000

COOPP VPP PPP 900 & VP99 P0P9P999990999990 9999990990

™
o
H

e Molecule 23: 60S ribosomal protein L23-A

64%

® N~ 0 O N
© © © © ~
= 0 o< £

-
«Q
B3

Chain V: 68% 31% .
000000000000 SS oo oo POVIVTTRS o * e G000 OOS
o ~ = = B9 23}
> oo o 00000 GO0 PRI IIIITTITIT®N ooe 00 o P
2@ ool <M. . z alslg 22 9 Sk 88 228
EE sE@Ee gl s 3 S E g g g N gE ZEE!

vize @
vizr @

e §
V135

e Molecule 24: 60S ribosomal protein L24-A



Page 24 wwPDB EM Validation Summary Report EMD-9569, 5H4P

32%
. Ty —
Chain W: 27% 14% 59%

COPPPPPPPPPPPOP G000 O 9900009000090 COOPPO VPP PPSO & 90000000

] © a o ©
-~ © o o0 bl — ARSI N
= a [ £ o E-- ) wn

e Molecule 25: 60S ribosomal protein 125
57%
. e —
Chain X: 62% 23% R T

L20
128

F31
A50

o 0
™ o
o £

S38

-
0
=

K61

0 ©
2 a2

o o 2 4 Q@ COPPPPPO G090 G000 0
=7
e A e A 2 <> L 4
8
=

[}
N~ ® -~ ~ ]
© © N~ N~ -
H = = |

e s S o 2 A o L A

A50

>

A 4

<&
el
o
—
£

p1os ¢

L102

D131
L133
D134

e Molecule 26: 60S ribosomal protein L26-A

73%

. |
Chain Y: 73% 26% .
CO0O0O0CP0OOO000S GOOSOOS SO COOO COOO0OOP GOOOO 6O SSOOOS

P23

Q@ COPPP O CPPPPPPPPPPP 99090 90 V9990990999990 999999990

< © ©
o o 2 O o — -
© © «© o9 - -~ ~
a X X > = £ =

e Molecule 27: 60S ribosomal protein L27-A

82%

Q120
R121

. T
Chain Z: 55% 42% -
COCOO © GO CSOOOS o000 COP 0000000000000

V23
V26
A41
G45

o N wn oM 0 N~
COOPP & OO & VPP 9909909990999 909909999999999999999999%99%999990 o

o o o ]
o~ ~ @ S =1 b

K64
L81
D88
V89
K111
R121
Q123



Page 25 wwPDB EM Validation Summary Report EMD-9569, 5H4P

e s o o o s oo s @ 4 4

A124
G125
K126
w129
S132
K133
L134
R135

Q128

Molecule 28: 60S ribosomal protein 128

67%

L
63% 34% ..
S S V000 900000000 O O S00000 S0 0 S0 o o
g H H SEEREBES

L 4 POP VOV PPPP0P0P00O0OOOOO0 <

s a4

a2

by D
o o
— —
l-’->“

>

>
S
IS

< < <>
3 e
s E

. 2

II<>
S
-
o

S & o
~ — o

N74

OO POO0SO GO0

<
IV) <
- -
= =

R139
V145

3

V130

e Molecule 29: 60S ribosomal protein 129

92%

Chain b: 73% 25% .

OOV PPV PPPPP PP P PP PPPPP 990900 O 9999090909909 09099909090999%99%9% 90

— < v N~ 0 i=3 0 © w0 N~ o Sy o]
) = = = o I g N < < & el [T) n
53 = | ==l © B ==} -] = ~ 53

e Molecule 30: 60S ribosomal protein L30

81%

Chain c: 59% 33% 8%
0000000000000 © GO 0000000000 O & 00O G0 O 0SSO
o (3] w w0 o0 4 WO~ 0 O O o < N~ — N~ o

OO PPPPPP P00 PPPPPPPPPPPP & 9909090990909 9%99%9%99%90
< 218 2 ElE & 218 £ 2 a = 2

e Molecule 31: 60S ribosomal protein L31-A
64%
Chain d: 73% 23% ..

A105

> @ OO COPO GO0 O P00 G0 O P90 CO > O O o oo
n © o [Te]

COOPPP G O VPP PPPPPPPPO & & G000 99090 299990

o o o = o M N~ N M $ S
I B © 0 © © © [ =
= ~ Z | [om| = > | B

e Molecule 32: 60S ribosomal protein L32
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e Molecule 33: 60S ribosomal protein L33-A
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e Molecule 35: 60S ribosomal protein L35-A
68%
Chain h: 77% 22% :

N
~
=

S73

OO PPOPPO 90O 00O 00 Q@ © OO O OGPPSO O O O O V909999990
wn ©O © o O

COOPPOOO G000 OOO CO 9P P0PPP0P 0000900000 OOGO oo
=

< © N~
g ~ © o o ) o S o
~ ~ O~ D @ ® = o0
R [~ P -4 3 o <X

e Molecule 36: 60S ribosomal protein L36-A
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e Molecule 37: 60S ribosomal protein L37-A
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e Molecule 38: 60S ribosomal protein L38
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e Molecule 39: 60S ribosomal protein L39
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e Molecule 40: 60S ribosomal protein L42-A
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e Molecule 41: 60S ribosomal protein L43-A
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e Molecule 42: 60S ribosomal export protein NMD3
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e Molecule 43: Eukaryotic translation initiation factor 6
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e Molecule 44: Cytoplasmic 60S subunit biogenesis factor REH1
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4 Experimental information (i)

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

Number of particles used 84240 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method NONE Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) 2 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 0.483 Depositor
Minimum map value -0.325 Depositor
Average map value 0.000 Depositor
Map value standard deviation 0.021 Depositor
Recommended contour level 0.143 Depositor
Map size (A) 388.80002, 388.80002, 388.80002 wwPDB
Map dimensions 360, 360, 360 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.08, 1.08, 1.08 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 | a7 #|Z] >5 RMSZ #|Z] >5
1 1 0.41 0/74017 0.39 | 2/115398 (0.0%)
2 3 0.34 0/2883 0.32 0/4491
3 4 0.44 0/3746 0.38 0/5832
4 A 0.44 0/1908 0.60 0/2564
5 B 0.43 0/3146 0.60 0/4228
6 C 0.42 0/2800 0.61 0/3790
7 D 0.31 0/2425 0.55 0/3271
8 E 0.33 0/1260 0.54 0/1694
9 F 0.40 0/1821 0.54 0/2451
10 G 0.36 0/1836 0.59 1/2481 (0.0%)
11 H 0.32 0/1539 0.54 1/2073 (0.0%)
12 J 0.28 0/1374 0.57 0/1842
13 L 0.40 0/1568 0.64 0/2106
14 M 0.37 0/1068 0.53 0/1438
15 N 0.46 0/1757 0.66 0/2354
16 O 0.45 1/1585 (0.1%) 0.56 0/2128
17 P 0.41 0/1465 0.62 0/1968
18 Q 0.39 0/1465 0.62 0/1965
19 R 0.38 0/1275 0.60 2/1702 (0.1%)
20 S 0.38 0/1481 0.56 0/1990
21 T 0.36 0/1300 0.56 0/1743
22 U 0.29 0/812 0.52 0/1099
23 \Y 0.41 0/1018 0.60 0/1369
24 W 0.38 0/540 0.53 0/717
25 X 0.39 0/979 0.56 0/1321
26 Y 0.37 0/1004 0.59 0/1341
27 Z 0.39 1/1118 (0.1%) 0.64 0/1497
28 a 0.42 0/1204 0.69 0/1612
29 b 0.30 0/473 0.50 0/629
30 c 0.34 0/751 0.48 0/1008
31 d 0.40 0/890 0.57 0/1196
32 e 0.40 0/1041 0.60 0/1394
33 f 0.42 0/868 0.54 0/1168
34 g 0.42 0/890 0.57 0/1189

W
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EMD-9569, 5H4P
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. Bond lengths Bond angles
Mol | Chain | .\ 1q7 #|Z| >5 RMSZ #|Z| >5
35 I 0.36 0/978 0.55 0/1301
36 i 0.35 0/778 0.68 0/1034
37 i 0.45 0,696 0.66 0/923
38 k 0.32 0/618 0.51 0,/826
39 1 0.46 0/443 0.60 0/588
0 0 0.38 0/777 0.63 0,/1028
AT D 0.41 0,701 0.56 0/934
2 - 0.58 | 2/1031 (0.1%) | 0.70 | 4/2629 (0.2%)
43 y 0.32 0/1720 0.51 0,/2341
14 z 0.35 0/472 0.70 0,/626
Al | ALl | 040 |4/132421 (0.0%) | 0.47 | 10/195279 (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
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
) 0 2

7
10
11
12
13
14
16
17
20
22
27
31
32
35
39
42
43
All

- =R =gl KN KW N \N| Ran{ k05!l ol K@) It Nl K5 Ha ol Hop] Hwo) Hlwe
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e e e e e e e e N e N e e e R e

=
=
[N}
—_

All (4) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z [ Observed(A) | Ideal(A)
42 w 186 | ASP C-N 20.02 1.59 1.33
Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
42 w 165 | VAL C-N 6.01 1.48 1.33
16 O 74 | ARG C-N -5.45 1.22 1.33
27 Z 48 | ARG C-N -5.01 1.23 1.33

The worst 5 of 10 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°®) | Ideal(°)
42 w 165 | VAL O-C-N 13.82 136.85 121.10
42 W 186 | ASP O-C-N -8.47 113.44 123.27

1 1607 | U C2-C3-03" | 6.15 118.73 109.50
1 1 2438 A C4-C3’-03" | 5.94 121.91 113.00
10 G 30 THR N-CA-C 5.64 122.27 109.81

There are no chirality outliers.

5 of 21 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
5 B 385 | LYS | Peptide
) B 81 | THR | Peptide
7 D 58 LYS | Peptide
10 G 30 | THR | Peptide
11 H 49 | ASN | Peptide

5.2 Too-close contacts (i)

EMD-9569, 5H4P

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 66124 0 33228 1249 0
2 3 2579 0 1304 73 0
3 4 3353 0 1695 54 0
4 A 1874 0 1943 81 0
5 B 3075 0 3142 135 0
6 C 2748 0 2859 115 0
7 D 2375 0 2325 104 0
8 E 1239 0 1326 60 0
9 F 1784 0 1862 58 0

10 G 1804 0 1877 62 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
11 H 1518 0 1587 62 0
12 J 1353 0 1383 61 0
13 L 1543 0 1608 63 0
14 M 1053 0 1149 46 0
15 N 1720 0 1779 93 0
16 O 1555 0 1659 36 0
17 P 1442 0 1485 49 0
18 Q 1441 0 1543 65 0
19 R 1258 0 1342 48 0
20 S 1445 0 1487 64 0
21 T 1276 0 1323 46 0
22 U 796 0 812 13 0
23 \Y 1003 0 1048 39 0
24 W 528 0 958 19 0
25 X 964 0 1025 32 0
26 Y 993 0 1081 25 0
27 Z 1092 0 1155 o8 0
28 a 1173 0 1215 52 0
29 b 462 0 491 13 0
30 c 743 0 797 24 0
31 d 876 0 912 26 0
32 e 1020 0 1090 30 0
33 f 850 0 880 26 0
34 g 880 0 945 30 0
35 h 969 0 1078 24 0
36 i 771 0 849 41 0
37 ] 681 0 687 35 0
38 k 612 0 682 15 0
39 1 436 0 475 24 0
40 0 765 0 827 46 0
41 p 694 0 738 39 0
42 w 1894 0 1846 94 0
43 y 1699 0 1680 74 0
44 zZ 469 0 492 28 0
All All 122929 0 89269 2774 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 14.

The worst 5 of 2774 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:1:3151:U:0OP2 5:B:132:LYS:NZ 1.71 1.22
1:1:912:G:OP2 4:A:9:ARG:NH1 1.74 1.20
1:1:1724:U:0OP2 19:R:128:LYS:NZ 1.78 1.16
1:1:1135:A:0P2 29:b:5:LYS:NZ 1.78 1.15
42:w:329:SER:HB2 | 42:w:333:ARG:O 1.46 1.15

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.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
4 A 244/246 (99%) | 236 (97%) | 8 (3%) 0 100 | 100
5 B 384/387 (99%) | 357 (93%) | 25 (6%) | 2 (0%) 24 54
6 C 359/361 (99%) | 329 (92%) | 29 (8%) | 1 (0%) 36 64
7 D 294/297 (99%) | 267 (91%) | 24 (8%) | 3 (1%)

8 E 152/176 (86%) | 143 (94%) | 6 (4%) | 3 (2%)

9 F 220/244 (90%) | 205 (93%) | 15 (7%) 0

10 G 231/256 (90%) | 208 (90%) | 20 (9%) | 3 (1%)

11 H 189/191 (99%) | 174 (92%) | 14 (7%) | 1 (0%)

12 J 167/174 (96%) | 144 (86%) | 18 (11%) | 5 (3%)

13 L 191/199 (96%) | 172 (90%) | 16 (8%) | 3 (2%)

14 | M 134/138 (97%) | 123 (92%) | 9 (7%) | 2 (2%)

15 N 201/204 (98%) | 189 (94%) | 10 (5%) | 2 (1%)

16 0 195/199 (98%) | 193 (99%) | 2 (1%) 0 |
17 | P 181/184 (98%) | 178 (98%) | 3 (2%) 0 100 ] [ 100]
18 Q 183/186 (98%) | 172 (94%) | 11 (6%) 0 |
19 R 154/189 (82%) | 147 (96%) | 6 (4%) | 1 (1%) 21 49

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
20 S 170/172 (99%) | 157 (92%) | 10 (6%) | 3 (2%) E[ 26
21 T 157/160 (98%) | 148 (94%) | 8 (5%) | 1 (1%) 21 49
22 U 98/121 (81%) 86 (88%) | 11 (11%) | 1 (1%) 12 39
23 | V| 134/137 (98%) | 130 (97%) | 4 (3%) 0 [100] [ 100}
2 | W 62/155 (40%) | 60 (97%) | 2 (3%) 0 (100 [ 100]
25 | X | 119/142 (84%) | 113 (95%) | 6 (5%) 0 100 ] [100]
2 | Y | 124/127 (98%) | 115 (93%) | 9 (7%) 0 100 | 100]
27 Z 133/136 (98%) | 124 (93%) | 6 (4%) | 3 (2%) 21
28 a 146/149 (98%) | 131 (90%) | 11 (8%) | 4 (3%) 18
29 | b 56/59 (95%) | 51 (91%) | 5 (9%) 0 100] [100] |
30 c 95,/105 (90%) 92 (97%) | 3 (3%) 0 |
31 d 107/113 (95%) | 101 (94%) | 4 (4%) | 2 (2%) 24
32 e 125/130 (96%) | 117 (94%) | 7 (6%) | 1 (1%) 16| 44
33 f 104/107 (97%) | 98 (94%) | 6 (6%) 0 |
34 g 110/121 (91%) | 105 (96%) | 5 (4%) 0
35 h 117/120 (98%) | 110 (94%) | 6 (5%) | 1 (1%) 14 41
36 i 97,100 (97%) 82 (84%) | 13 (13%) | 2 (2%) 22
37 | 85/88 (97%) | 77 (91%) | 8 (9%) 0 100 [1oo] |
38 k 75/78 (96%) 70 (93%) | 5 (7%) 0 |
39 1 48/51 (94%) 43 (90%) | 5 (10%) 0 |
40 0 93/106 (88%) | 84 (90%) | 9 (10%) 0 100 | 100]
41 p 80/92 (97%) | 82 (92%) | 7 (8%) 0 100 [ 100]
42 W 246/248 (99%) | 220 (89%) | 19 (8%) | 7 (3%) 18
43 y 225/227 (99%) | 220 (98%) | 4 (2%) | 1 (0%) 30 58
44 z 54/56 (96%) A7 (87%) | 5 (9%) | 2 (4%) 2|13
All | ALl | 6348/6731 (94%) | 5900 (93%) | 394 (6%) | 54 (1%) 161 41

5 of 54 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
8 E 98 VAL
10 G 36 ILE
28 a 78 LEU

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

Mol | Chain | Res | Type
32 e 123 LYS
42 W 328 ILE

EMD-9569, 5H4P

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
4 A 189/189 (100%) | 189 (100%) 0
5 B 318/323 (98%) | 317 (100%) 1 (0%)
6 C 288/288 (100%) | 288 (100%) 0
7 D 244 /245 (100%) | 243 (100%) 1 (0%)
8 E 134/153 (88%) 134 (100%) 0
9 F 186,205 (91%) 186 (100%) 0
10 G 187/208 (90%) 187 (100%) 0
11 H | 171/171 (100%) | 171 (100%) 0
12 J 147/150 (98%) 147 (100%) 0
13 L 154/159 (97%) 153 (99%) 1 (1%)
14 M 107/109 (98%) 107 (100%) 0
15 N 175/176 (99%) 174 (99%) 1 (1%)
16 0O 160/162 (99%) 160 (100%) 0
17 P 145/146 (99%) 145 (100%) 0
18 Q 150/151 (99%) 150 (100%) 0
19 R 129/154 (84%) 129 (100%) 0
20 S 156,/156 (100%) | 156 (100%) 0
21 T 136/137 (99%) 136 (100%) 0
22 U 87/107 (81%) 87 (100%) 0
23 \Y 104/105 (99%) 104 (100%) 0
24 W 56/129 (43%) 56 (100%) 0
25 X 104/118 (88%) 103 (99%) 1 (1%)

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
26 Y 109/110 (99%) 109 (100%) 0
27 Z 115/116 (99%) 115 (100%) 0
28 a 118/119 (99%) 118 (100%) 0
29 b 46 /47 (98%) 46 (100%) 0
30 c 81/88 (92%) 81 (100%) 0
31 d 92/97 (95%) 92 (100%) 0
32 e 109/111 (98%) 109 (100%) 0
33 f 90/91 (99%) 90 (100%) 0
34 g 95/103 (92%) 95 (100%) 0
35 h 104/105 (99%) 104 (100%) 0
36 i 81/82 (99%) 81 (100%) 0
37 j 70/71 (99%) 70 (100%) 0
38 k 68/69 (99%) 68 (100%) 0
39 1 45/46 (98%) 45 (100%) 0
40 0 82/91 (90%) 82 (100%) 0
41 p 71/72 (99%) 71 (100%) 0
42 w 205/221 (93%) 202 (98%) 3 (2%)
43 y 189/194 (97%) 189 (100%) 0
44 z 51/51 (100%) 51 (100%) 0
All All 5348/5625 (95%) | 5340 (100%) | 8 (0%)

5 of 8 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
42 w 374 ILE
42 w 330 ARG
25 X 63 ILE
15 N 133 ILE
42 w 328 ILE

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

such sidechains are listed below:

Mol

Chain

Res | Type

25

X

111 ASN

Continued on next page...

5 of 96
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Mol | Chain | Res | Type

31 d 87 ASN

27 Z 36 HIS

28 a 65 GLN

32 e 88 HIS

5.3.3 RNA (O

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 1 3086/3396 (90%) 747 (24%) 47 (1%)
2 3 120/121 (99%) 20 (16%) 1 (0%)
3 4 157/158 (99%) 39 (24%) 2 (1%)
All All 3363/3675 (91%) 806 (23%) 50 (1%)

5 of 806 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 1 5 G
1 1 6 A
1 1 14 U
1 1 22 G
1 1 24 G

5 of 50 RNA pucker outliers are listed below:

Mol

Chain

Res

e

2227

2771

85

2372

=] W = =

e el B e

2537

g
== ol |l

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.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
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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)

There are no chain breaks in this entry.


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-9569. 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: 180 Y Index: 180 7 Index: 180


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: 193 Y Index: 133 7 Index: 188

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.


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 0.143.
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.

HRLDWIDE
WF

PROTEIN DATA BANK


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
4 -

Recommended contour
level 0.143

Voxel count (logl0)

T T T T T
-0.3 -0.2 -0.1 0.0 0.1 0.2 0.3 0.4 0.5
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

60000

50000 -

40000

— \olume

30000 A Recommended contour
level 0.143

volume (hm?3)

20000

10000

T T T T
-0.3 -0.2 -0.1 0.0 0.1 0.2 0.3 0.4 0.5
Contour level

The volume at the recommended contour level is 212 nm?; this corresponds to an approximate
mass of 192 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

5.0 A

2.5 1

0.0 R

—2.5 1 —— Primary map RAPS

Reported resolution
3.07 A
_5D -

Intensity (log10)

_?.5 -

—10.0 ~

=12.5 +— | T T
0.0 0.1 0.2 0.3 0.4
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.326 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-9569 and PDB
model H5H4P. Per-residue inclusion information can be found in section 3 on page 12.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.143
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 (0.143).

HRLDWIDE
WF

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
2
!
5
5 0.6 4 —— Backbone atoms
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.143
v 0.4
=
2
!
[}
o
E 0.2 1
0.0 . 7 T T

T T T T T
0.2 -0.2 -0.1 0.0 0.1 0.2 0.3 0.4 0.5
Contour level

At the recommended contour level, 38% of all backbone atoms, 32% 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 (0.143) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All . 0.3200 . 0.4830
1 . 0.3760 . 0.4820
3 . 0.2740 B 0.4830
4 . 0.4380  0.5040
A . 0.3590  0.5090
B . 0.3570 . 0.5000
C . 0.2730 . 0.4980
D . 0.1030 . 0.4330
E . 0.1390 . 0.4730
F . 0.2700 B 0.5000
G . 0.2380 . 0.4730
H . 0.1360 . 0.4590
J I 0.0590 B 0.4070 10
L . 0.2540 . 0.4830
M . 0.2220 . 0.4870
N . (0.3560 B 0.5130
@) . 0.3360  0.5110
P . (0.3080 . 0.4810
Q . 0.2250 . 0.4990
R . (0.3040 . 0.4830
S . 0.2070 . 0.4840
T . 0.1990 . 0.4760 = %00
U . 0.1390 . 0.4490
\Y . (0.3060 . 0.5020
W . 0.2380 m 0.4910
X . 0.3140 . 0.4980
Y I 0.2610 . 0.4990
Z . 0.2100 . 0.4720
a . 0.3010 = 0.5060
b . 0.1240 . 0.4470
¢ . (0.1750 . 0.4550
d . (0.3070 . 0.4890
e . 0.2760 B 0.5100
f . 0.3460 B 0.5150
g . 0.3350 . 0.4920

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

Chain Atom inclusion Q-score
h . 0.2850 m 0.4870
i . (0.1440 s 0.4550
j . 0.3770 B 0.5170
k . (0.1200 . 0.4530
1 . (0.3280 B 0.5160
0 . (0.2780 . (0.4800
p . 0.3170 m 0.4830
w . 0.0840 m 0.4590
y I 0.1050 . 0.4390
Z I 0.0610 s 0.4690
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