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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
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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 13.60 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

Clashscore

Ramachandran outliers NN

Sidechain outliers NN

Percentile Ranks Value
. 27
| I 0.29%
| 0.3%
T 031

RNA backbone I (|

Worse

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric

Q-score

[

Worse

Better

Model-Map Fit Percentile Ranks Value

I Percentile relative to all EM structures

20— 057

Better

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 66 ( 13.10 - 14.10)

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 0 48 = 52% 46% N
2 1 59 61% 39%
3 2 37 - 49% 51%

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

Mol | Chain | Length Quality of chain
39%
. ——
4 A 294 49% 33% 18%
30%
e
5 B 273 46% 33% 21%
26%
T — n
6 C 205 49% 50%
28%
I —
7 D 219 49% 21% 30%
37%
N
8 E 215 47% 31% 22%
55%
. —— -
9 F 155 63% 36%
76%
== n
10 G 142 49% 50%
3%
= p—
11 H 132 49% 48%
35%
= —
12 I 108 42% 52% 6%
39%
T —
13 J 121 50% 45% 6%
26%
. -
14 K 139 53% 44%
70%
N —
15 L 124 53% 42% 5%
16 M 61 48% 51% =
37%
T — -
17 N 86 60% 36%
20%
I — —
18 O 94 50% 35% 15%
25%
I —— -
19 P 85 64% 34%
16%
20 Q 104 38% 25% 38%
21%
—— —
21 R 87 43% 51%
9%
22 S 87 51% 38% 11%
22%
. —
23 T 60 73% 15% 12%
24 a 287 = 53% 46% .
25 b 287 - 43% 37% 20%
2 c 212 | " 7 e :
14%
27 d 180 51% 46% =
70%
N f—
28 e 184 52% 43% .

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

Mol | Chain | Length Quality of chain
7%
= —
29 f 149 49% 47% -
3%
Iy
30 g 161 37% 38% . 22%
55%
I —
31 h 137 51% 42% 7%
5%
32 i 146 — 62% 36% .
23%
. ——
33 j 122 54% 46%
34 k 151 | " So% 2% -
35 1 139 | ™ so 20% -
36 m 124 51% 45% -
6%
37 n 116 — 44% 53% e
19%
38 o 119 | 7 -
i L ]
39 p 127 45% 45% 10%
9%
40 q 100 r— 66% 33% .
41 r 159 . 48% 40% B 7
42 S 237 . 27% 12% 61%
43 t 111 = 59% 41%
44 u 104 . 53% 30% S 7
45 v 65 55% 42% =
5%
46 w 111 52% 38% 0%
1%
47 X 97 24% 22% 55%
48 y 57 - 54% 44% B
49 Z H3 49% 45% 6%
50 3 2907 1 56% 30%
51 4 108 -1 50% 34%
52 5 1520 | M= 59% T3
17%
e
53 7 76 30% 47% 22%

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

Mol

Chain

Length

Quality of chain

93

8

76

28%

51%

21%
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2 Entry composition (i)

There are 53 unique types of molecules in this entry. The entry contains 146142 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 L34.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 0 47 380 236 81 61 2 0 0
e Molecule 2 is a protein called 50S ribosomal protein L35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 1 59 477 300 99 77 1 0 0
e Molecule 3 is a protein called 50S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 2 37 304 189 65 46 4 0 0
e Molecule 4 is a protein called 30S ribosomal protein S2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 A 240 1921 1226 334 352 9 0 0
e Molecule 5 is a protein called 30S ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o B 215 1698 1073 313 307 5 0 0
e Molecule 6 is a protein called 30S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 C 203 1660 1051 314 290 5 0 0



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

Page 7

wwPDB EM Validation Summary Report

e Molecule 7 is a protein called 30S ribosomal protein S5.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 b 153 1173 742 226 202 3 0 0
e Molecule 8 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 E 167 1362 857 240 263 2 0 0
e Molecule 9 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) F 154 1246 785 239 216 6 0 0
e Molecule 10 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 G 141 1110 723 193 192 2 0 0
e Molecule 11 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
it H 128 1028 655 191 181 1 0 0
e Molecule 12 is a protein called 30S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 101 800 523 142 143 1 0 0
e Molecule 13 is a protein called 30S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
13 J 114 Total C N O S 0 0

829 514 153 156 6

e Molecule 14 is a protein called 30S ribosomal protein S12.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 K 136 1076 680 213 181 2 0 0
e Molecule 15 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
15 L 118 951 594 191 166 0 0
e Molecule 16 is a protein called 30S ribosomal protein S14 type Z.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
161 M 60 AT4 302 96 72 4 0 0
e Molecule 17 is a protein called 30S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
T N 83 673 428 125 120 0 0
e Molecule 18 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 0 80 646 414 119 111 2 0 0
e Molecule 19 is a protein called 30S ribosomal protein S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
19 P 83 675 425 135 115 0 0
e Molecule 20 is a protein called 30S ribosomal protein S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 Q 65 535 342 103 86 4 0 0

e Molecule 21 is a protein called 30S ribosomal protein S19.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 R 84 682 435 127 118 2 0 0
e Molecule 22 is a protein called 30S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
22 S . 629 383 135 111 0 0
e Molecule 23 is a protein called 30S ribosomal protein S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 T o3 o710 295 103 T2 1 0 0
e Molecule 24 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
241 a 285 2295 1385 437 397 6 0 0
e Molecule 25 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 b 229 1762 1119 318 318 7 0 0
e Molecule 26 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2% | 210 1644 1047 297 297 3 0 0
e Molecule 27 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 d 175 1388 893 245 246 4 0 0

e Molecule 28 is a protein called 50S ribosomal protein L6.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
28 © 176 1396 899 247 250 0 0
e Molecule 29 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 ] 145 1182 763 206 210 3 0 0
e Molecule 30 is a protein called 50S ribosomal protein L10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 & 126 960 612 167 178 3 0 0
e Molecule 31 is a protein called 50S ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 h 128 959 616 160 177 6 0 0
e Molecule 32 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
} Total C N O S
32 ! 144 1164 737 213 209 5 0 0
e Molecule 33 is a protein called 50S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
33 ] 122 944 595 178 167 4 0 0
e Molecule 34 is a protein called 50S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
34 k 148 1153 731 226 196 0 0

e Molecule 35 is a protein called 50S ribosomal protein L16.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 1 136 1079 694 196 182 7 0 0
e Molecule 36 is a protein called 50S ribosomal protein L17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 m 119 958 609 175 171 3 0 0
e Molecule 37 is a protein called 50S ribosomal protein L18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ST n 112 889 557 175 155 2 0 0
e Molecule 38 is a protein called 50S ribosomal protein L19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 | o 15 938 592 180 165 1 0 0
e Molecule 39 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 P 114 947 603 188 154 2 0 0
e Molecule 40 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 1 9 811 525 148 134 4 0 0
e Molecule 41 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 ' 139 1068 663 207 191 7 0 0

e Molecule 42 is a protein called 50S ribosomal protein L23.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 > 02 720 475 122 122 1 0 0
e Molecule 43 is a protein called 50S ribosomal protein [.24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 k 1 872 550 166 153 3 0 0
e Molecule 44 is a protein called 50S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 86 657 400 130 117 1 0 0
e Molecule 45 is a protein called 50S ribosomal protein L28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
45 v 63 513 317 108 87 1 0 0
e Molecule 46 is a protein called 50S ribosomal protein L29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
46 W 100 818 517 153 148 0 0
e Molecule 47 is a protein called 50S ribosomal protein L31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 * 4 344 221 55 64 4 0 0
e Molecule 48 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81y 56 452 274 98 T5 5 0 0

e Molecule 49 is a protein called 50S ribosomal protein L33 1.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 z o0 408 255 81 68 4 0 0
e Molecule 50 is a RNA chain called 23S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
50 3 2878 61664 27558 11236 19995 2875 0 0
e Molecule 51 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
ol 4 105 2239 1003 409 724 103 0
e Molecule 52 is a RNA chain called 16S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
o2 g 1493 31943 14279 5792 10382 1490 0 0
e Molecule 53 is a RNA chain called tRNA-Phe.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
5. T 76 1618 723 289 531 75 0 0
Total C N O P
| 8 76 1618 723 289 531 75 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.
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e Molecule 6: 30S ribosomal protein S4
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e Molecule 8: 30S ribosomal protein S6
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e Molecule 9: 30S ribosomal protein S7
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e Molecule 10: 30S ribosomal protein S8

LETN

50%

46%
49%

Chain G:

cLa
TLL

691

ZON

091

TTH

&> 0o

CI

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe



EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 17

€ETI

zeT
0 TETH o
0 0 99N
“ R sor Lo
¢
¢ P M mma ¢ o ¢ oo
¢ ¢ Letd 991 ¢ o
0 gz1a 0 9ZTY 0 993 89N
0 eIl szTY 0 YoV 293
; i
€2TY 0
0. i ¢ ﬁ ¢ o
0211
oz1a 6119 ¢ 61TY *
61TS | 8Tt 8TTH
8TTL —. LTTY © ¢ | —.
L1718 91T % o ¢ STTY ° ¢
¢ ot | gy © 23
$17d €119 99y
Sl G Cow
¢ [437) ¢ TTTH ¢
¢ i ¢ | M
¢ oTTY 80Td
S | e01a 0 L0TL ¢
¢ 8014 ¢ | ¢
“I ol M o o o
601N 9011 £0T1 3
' 5 4 o ¢ 2 ¢ s T e
M < ¢ “ 0 “ TOTL 9%
$ S
' : 5 oe : '
¢ ¢ ¢ el Th1
0 0 0 0 0 THd
¢ “ “ “ ﬂg
001d ¢ ¢ ¢ e
¢ oon M oeL
0 864 - 0 0 m H “ m “ sen
¢ N ¢ “ n n ¢ n P
o @ = ¢ ¢ E Iz ¢ o =
¢ ) ¢ M ) o) ¢ o) v
s ¢ S g ¢ s =
¢ o 3 $ s 3 2 ‘ 3 mian
e —~ ¢ & o —~ —~ —~ ¢ o
$ oo = ¢ e = < ¢ ER I
0 680 m Wo, 0 m m X 0 m A 0
S <l ¢ s} S} S ¢ S}
¢ 88 95) 95) o 95) 95) ¢
3 o o X o x Q
0 L8A < 0 ~N N 9Ty
Q Q < °Q o 18D Q0
T 0 — X — ™ pyur 0 ST
0 — ~ — 08% —
’ [@p)] wnn M on 6LA n m 2%
¢ ) =) o g o N z1d
¢ sss ™ a3} ¢ = P > R WMW Py
.. .. ‘ LY .. ..
T ol I ol R
8y
08y &) &) ) )
H s - . ‘ ¢ s mim o o - T N
¢ ouw ¢ ok = = .. = .. ZIn =
¢ oo opEmm S T g a3 $ g X o
2 o 2 o [ o JEEE o s
¢ ¢ st o) = o = oLd o = ¢ oum ] g= vI
9Lk LETT 694 €L
e 9eTE = -~ = -~ 894 = = ¢ oI = -~ v
v.1 [ ] ° O ° O 198 ° O ¢ 8 ) o LI

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W



EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 18

9ETH
4158
0ETX

prax:s
9TTh

€2Td
(4458

LITL

0 STTT
0 HITL
0 €119

(435

0TTI
60TH

1074
90TA
SOTH

2¢ota

0 61

€84

081

8LL
s

e Molecule 15: 308 ribosomal protein S13

Pkt

—
5%

42%

53%

40%

Chain L:

@
0
=

194

0
T}
<

o
re)
=]

Lya

SPA

PO GO & V90O G0 V90O 9909090090090

re) [ S 3
N 3] @ (2]
H o = H

<>

¢

© N~ 0o O
A
HH < aF

141

o
© N~ @ o
UHIHD-

Ae s a2 o 2 2 20 2R 4

e Molecule 16: 30S ribosomal protein S14 type Z

51%

48%

Chain M:

e Molecule 17: 30S ribosomal protein S15

37%

36%

< & & O

60%

Chain N:

LEL

Seb

€eI

0EL

8¢1
Les
9TA

o]
(448

LT

s R L JEE 2 4 2 4 2 2 4

(158
61

L 4

Ii

¢
¢
¢

€8N

Ne
i
[9p]
a
o
5]
e
o}
—
o
—
=
e}
n
o
e}
ot
—
N
jan]
™
0
—
<)
—
=
(]
<]
—
=
[

)
~
=

R

n

—

R

n

m

X

o

n
EN
o
o~

=

o=

o]

mmw

CEH

084

9.4
SLY

ELM
cL1
TLD

898
194

e Molecule 19: 308 ribosomal protein S17

- .
X
<
m
<
<
©
X
N
o~
[al
g
o=
<
=
@)

O

R LDWIDE
PROTEIN DATA BANK

W



Page 19 wwPDB EM Validation Summary Report EMD-13434, TPIA

R76
177

e Molecule 20: 308 ribosomal protein S18
16%
Chain Q: —_— 25% 38%

e s e oo s o2 AR 2 4
_glg-g-ggs : 8.8 BI% '
SRE S 328843 a gl <

<>

L60

|
170

|
R73
C79
Q80
M81
He2
083
H85
K91
R92
A93
R94
S Yes
F101

e Molecule 21: 308 ribosomal protein S19

21%
. I
Chain R: 43% 51% D
PXTITTXRS oo oo oo
o -~ < 0 ~ 0 OO o o < © N~ 0D [N N~ oo Il oy il w o < © N~ @ o
I2$ 82&;8'&‘3';‘;‘;‘2-% 2. glmml 3% 8 I;rz 8™ g'lglg glgz
CIQ‘.’:‘% SIQ 3'8'
=} 53] = X -l 2] =
e Molecule 22: 30S ribosomal protein S20
9%
Chain S: 51% 38% 11%
PR - o o o -
.al% ;I&’E 5 EIE EI E“E‘ﬁlﬁlﬁ §-§H§-§-§I§-§ eg §I§ 8 §I§ §IEIE-§ El
e Molecule 23: 30S ribosomal protein S21
22%
Chain T: 73% 15% 12%

OO POO0O0OOO o

[T}
=]

e Molecule 24: 50S ribosomal protein L2

. B
Chain a: 53% 46% N




EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 20

© o
. wl
> =1

SoN
2L
€9

194

69D
850

9%y
SSA
7SL
€SI

0s0

8¥N

S¥H

i

28

8€1
LET

gex
ved
€ed

TEN
0€ex
62N

o - o
(S N
HAa £

9918
S91D

€978
2974

0911

831D
LST1D
951D

¥S1d

TS1d

8¥TH

o4

LETd

SETS

€ETD

9CTH

STTI

E€T1a
211d

OTTI
60TI

SOTV

TOTA

661

S64

€6S
z6d
TéeN
06d

884
184

8V

0%CH

8ECH

€LTD

992
S9CA

€9TN

1924

50S ribosomal protein L3

652D

SGcH

T9cy
052D
67CA
8¥2d

9Ty

(444

e Molecule 25

20%

37%

43%

[} bl o 0 N~
~ o o N NN
I“IZI"‘I‘“I'“>

Chain b

190

621

L14

ETW

TTA

o
g
Ix

oo}
S

©
—

s
>4

N
=

¢

SY1D

[474%:

0%1d
6ETA

LETV

SETH

€ETT

TETD

62TH

SCTY

€CTI

1345

L1TH

STTA
v118

1118
80TA
LOTA
90Td

€010

1071

660

(401
162

68D
88L
L8

-]

ELN
T
TL3

89D

8TTA
szed

2ee1
Teed

81Ty

STZH

€T
(455}

(544

802d
S0CA
L1611

7618

T6TA
98TH

7814

¢

1811
08Ty
6L11
8LIN
LLT0

YLIA
ELTH
cLTd
TLTH
041D
697X
89TH

T9TY
6STA
€STD

LYTA
ovIs

508 ribosomal protein 1.4

e Molecule 26

45%

54%

Chain ¢

2!

T9D
099

8SGA

LvnL
E€TTH
(435

80TH
LOTY

SOTH
YOIN

TOTT

664

L6y

©
o)
=

6%

in L5

50S ribosomal protei

e Molecule 27

46%

51%

14%

Chain d

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 21

¢ oo €14
0 (48 0ETI
“ MH 811
¢ e
0. OETH ¢ ¢ e wwm
¢ oo M M o
194 8TTA ¢ ¢ 651
Ly ¢ | gsr Loz —
OI 9ST 9TIA ¢ ¢ 1SN
mQ 1711 Z F ¢ ¢ k
S e ' g
[y 814 ¢ ¢ gan
991 e ¢ o 2
pes 11 $ M e
Lo seTh — . ¢ . Mww
[ ee €ETH vl ¢

LITH

1 [ | ’ 9TTI

8SH 62TL ¢ ST1d

22%
<>

CTTA

Loz o

8€1

wn n © ©
- 1z} w0 o
N~ 00 N <
ST ™ a2}
o S8
== [Re~}
: 1
L 2 4 2 2 2
I -
—
..

szTy 0TT1 ¢ ¢ o
£9v L we e 6070 SLTy F . a
css €210 X 80T IgvH
i E noe mom ¢ <
¢ ond ﬂmﬂm = ¢ I ¢ o011 ¢ S 8ElL
o) eV
0 811S “ 0 0 9l
¢ ] M ¢ ]
¢ ¢ s ¢ ¢ ¢ oo ges
oot ¥114 ¢ ¢ ¢ o Tes
¢ €110 ¢ o X vEs
¢ o 0. ¢ s 00TH ¢ pom 6L @ o€l
L 99T £61 1
4 M ) 4 S9TA ¢
i ¢ omu 0. e vt ¢ o 9e1
m 3 Mo o g 3 ¢ o = ¢
o 017 o ¢ ¢ s ToTy o ¢ o= o M
o 90TA = ¢ ¢ v 0914 = § s = ¢
sn ¢ ¢ o1 2 ¢ 4 o L ¢ o 3 ¢
¢ ¢ S ¢ 7 4 2 I S $
¢ ﬂmm ¢ oY ¢ o ¢ ¢ o, ¢ o o, ¢
62d 0 — QI 1 ‘ — 0 — ‘
8CA 0 m X 0 o1 mmm TSTA m 0 m 0
o T S oy osta = |
o v ot 2 N e “ s z & “ 181 3 0.
" L6 ¢ 2 3 ¢ 8vTY Q v o8s S e
i 96K 2 ¥ ¢ oy S ¢ e N 1A
STl s6H ¢ — “ N Mmu 9%1h — ¢ su “ — " ¢
| n : Wsgml 2 wn
’ L on &8 ¢ oo gmem S 2 vl = ¢
¢ o - ‘mm - ‘e ¢ _on
o E M T R U ¢ ol ‘w
e 88) | owis 7.0
8k 180 MMHM < “. TN 6ETI < “. e o R 231
om 98D LA Csey 8ET1 ..
- P o E s BN T : - N dmm E w4
5 o 1
¥1 6.1 L S = 71 89H vETT s g ¢ 2 g ¢
N [ | 871y M < e 194 eeTd M < . VETL M < ¢
m - ‘e s I S = S : ‘B4 S
[ | ® O %98 TEIN ° (@) ¢ 8ot ) @)

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 22

{491

oo
o
b

STIN

—
©
3

N MW
NN NN
oo
M= Aa

~
0
<

o

]

—

<

¢
4
¢
¢
¢
¢ ¢
611V |
OI ¢ 8114 [ ] 175
0 €174 [ ] €64 €L0
¢ o “ ¢ g [ ] TL
0 TT1D BITY 281
¢ o ¢ ETIN |
0 TIT1 08H
COLA T11Q |
¢ ¢ ¢ PLN
’ ~ 80TH
¢ som ¢ MMH
¢ M e
¢ ¢ ¢ 891
¢ com ¢ ¢ 197
¢ ¢ ¢ 4
¢ ¢ ¢ < @
¢ oo 1, A ¢ @ z9s
¢ oo | ¢ |
N 8eb 0 gaT
¢ & L83
o. S mem ¢ L1
¢ osn ¢ e “ [ ] ¢
sev . £s0 ¢
- =l E :
B b= = B :
| ewd | ¢
0. 0 0 063 Lvd 6ETH 0
s 9va
¢ “H.. “ Vs mmx B SpA ¢ M OI
¢ = — 9Ty — a2 = ¢ I
’ 98A — et | o | e SETH o ’1
¢ = ey 0* = ms_ wiE =
Q czd ¢ Q EETH & s01d
¢ = - 6€1 ¢ -
e ¢ o - O 1 o
e A, ¢ 0. &, i s B ol
X
081 = % 0. ¢ o = 2 62 e ¢
=i BRI ¢ = e e 2 ¢ oo
I ) n ‘ LLY o LZTA I o ’ 664
ix 8 ¢ ¢ ou ) ¢ e 8 ¢
2 ¢ L 2 $ o 2
¢ — ¢ ~ M 8T1S — s
[ |
¢ cea n ! ¢ L1171 »n o,
¢ o ¢ ot ¢ o ¢ 917Y o 2 P
0 1.d 0 T2A STIN 0 ¢ &l
¢
¢ .. ¢ .. 0zT ] .. 883t
¢ — ¢ ¢ ¢ N ek o ) 8T
¢ o ¢ ¢ ¢ M 8TM 80TA o ¢ ot
¢ o4 < ¢ ¢ <o © | Lo QD EETY
Jou ¢ = . = 110 90TN = 0)
“ Lo & = ¢ ¢ TTo§ s e meomm  © esv
63 $0TA z8N
0 0 i£q% M = STV M = 2 omﬁm M mmn
¢ oot €211 ° @) 1211 ] O 961 ® L1

42%

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W

56%

e Molecule 34: 508 ribosomal protein L15

Chain k:



EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 23

Yex

ces
TeL
0EX
9Cs
{44}
8T
LTL
9N
€74
a2

sb
TN

BETA

LETH

SO0TS

508 ribosomal protein L16

€0TA
2oTh
TOTY

661

L6S

S6Yd

i

e Molecule 35

40%

58%

Chain 1

889
L83
989

€8I
284

084

9L
SLL

€LS
TLW

0.Ld

861

eI
€8V

£7a
(428
M
OVN

YN
€TH

T

64
8%

L

21

veTy
€ETH
CETT
9¢1d

iZa5
€CTH

(ax:
6TTL

LTTY

6071

LOTV
90TA
S0TH
00T

L6A

v6A
£6M

164

508 ribosomal protein L17

e Molecule 36

45%

51%

Chain m

T8H

8EY

9€X

€EL

T€I

441

(44N

0zd
614
8TA

STA
4%
ETM

.
=

Ld
X
SN

€X
[43

9111
STTI

01TV
60TQ

1074
90TY
S0Td

20T
T0TT

§6D
v6d

683

98A
S8)

281

508 ribosomal protein L18

e Molecule 37

6%

53%

44%

Chain n

9.a
SL0
%D

TL1

69N

zel

YITT

>

60TV
80TV
073

SOTT

€01V

T0TH

mgggla-
508 ribosomal protein L19

=3
<)
=

L 4
o)
®
=

e Molecule 38

R

~

<

BN

o

n
EN
(o)}
—

@)

=

o=

<

S5

AL

¢

9T1d

A& 4

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-13434, 7TPIA

wwPDB EM Validation Summary Report

Page 24

e Molecule 39: 508 ribosomal protein 120

10%

45%

45%

Chain p:

08N
6.1
8L4

9.8
SLA

ELW
()

TL0

891
L9V
99V
SON

€94
291

09M

674
8%

CTITA
60TA

90TN
S0Td
405 8

T0Td

0 00TY

661

61
€6A

T6d

181
98N

281

e Molecule 40: 508 ribosomal protein 121

9%

33%

66%

Chain q:

164

261
1631

180
984

€84
83

9.0

89A
L9Y%

590

094

i)

€38y

081
(52

<>

w1

9ea

L2 & 2 2

[
o)
==}

e Molecule 41: 50S ribosomal protein .22

13%

40%

48%

Chain r:

LIN

L0

cLd

0LK

6ETY
TET

62TA
8214

9CTA
ST
{749}
j241i]
8TTI
vITYd
CTIN

80TS
L0771

70TA
€071

T0TS
00TS

863
68Y
884
18d

784

[4sii

08d

8.0

e Molecule 42: 50S ribosomal protein .23

61%

12%

27%

Chain s:

681

8L

Z8A

081

e Molecule 43: 50S ribosomal protein .24

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 25

41%

59%

Chain t:

L2 4
4

SYH
s

(47
wAa
OvN
6€T

Led
9EA

ey

8T

vea

STD

H_.

e Molecule 44: 508 ribosomal protein L27

17%

30%

53%

Chain u:

S€T

82Y

9N

YTl

[443)

8T
L1S

-

e Molecule 45: 508 ribosomal protein 128

TOTY

86A

764

{48

42%

55%

Chain v:

TON

694

954

e¢sL
188

SPL

(AN
6EX

LEX

Sed
)

(431

M- am w © I~ 0 ol
NN NN NN
(20 = Heamk =

8TH

©
=
IZI

1428
€11

[

2!

e Molecule 46: 508 ribosomal protein 1.29

5%

10%

38%

52%

Chain w:

TLA

690

194

S9M
7ON

{42!

6SL
891

981
SS1

€81

472"

&> SO

60TS

S0TY

S6)1

16T

L8M

78A

e Molecule 47: 50S ribosomal protein L31

11%

55%

24% 22%

Chain x:

8€1

9€I

(48

0 oex

82l
pras]
racy
S2I

e Molecule 48: 50S ribosomal protein 132

44%

54%

Chain y:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13434, TPIA

wwPDB EM Validation Summary Report

Page 26

LSk
95V
S8

{411
1781

508 ribosomal protein L33 1

e Molecule 49

6%

45%

49%

Chain z

0SA
6vd
8¥i
LYH

SPA

(44

ovYd
6€s

STY

23S ribosomal RNA

e Molecule 50

30%

56%

SE3ISS583
DEDb OB DBO

< N~ 0 D o M
e} 0 00 0 o O
S (L= =

14%

od MY W © o o
[ S NK©
(& (&) =R [Slp=ln=}

Chain 3

299
Ton
09D
650
885V

S8V
Sy

TSY

670

]
S
o

evv
[472°

(%4

8€D

0
i}
I:I

28
83

02>

81D
L1

STV

€10

8y

6210

verv

[40a g

860

~
(2]
I<

0
=)
o

—
e}
5]

190

S9V

€6T1D
261N

S8TN

€8TV

8¥1n

SYIV
v710
evIV
{47431

071D

(4 4

T82D
0szn
6%2H

sven
4744
even
{4743

8€2n

9€TD

veTH
€eTn

0€TH

pxa4 |

veed
£eey

reev

STTY
7120
€120

TI2V

602D

9020
$02D
v0zn

20ed
T0TY

66TV
861D

961D
S6TV

81eN
Lien

862N
162D
9620

262D

062V

782N

S.LTV

TL2D

892D

89€0

99€V
S9en

coen
T9€D
09€D
65€D

[4434 )
TCEV

9EVD
SEPN
YEVD

(45370

14718

11441

607y

907D

€070

00%V
66€D

LBED

L0SY
9085V
S0SD

T67Y

687V

693N
895D
950
995D

8¥SV
L%SD

3

€%sn
(47414

6£3N
8E3Y
LEGY

€3N

2189
1180

808V

S6S0

€650
265D

1

1850
985D

%899
€830

269N

889N
1899

789V
£89D

6.L9Y
89N

9,90
.90

0990
6990

LS9V

SG99

€599
2son
1G9V

SE9D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13434, 7TPIA

wwPDB EM Validation Summary Report

Page 27

YTLD

€0LY
coLn
TOLY

869V

9690
S69D

€690

YLLY
€LLD
CTLLD

69.LY

89.9
19.D

€9.D

6S.0
8G.LD
LSLY

o8N
sven
¥¥8D

8€8N

£€8D
2e8d
Tesn
0e8Y

9280

T8y

2c80
1280

o6y
Sven

6€60

i

SE60

€E6Y

TE€6D
0€£60

<> >

STevy

€160

Tr6en

6060

2060

L00TD
90010
S00TD
70010
€00T0

T00TD

6660

8869
1860

S86V

€86V

696V

S960
vo6v
€960
2960

L90TV
990TD
S90TD
7901V
€901V

650TD

LS0TD
9501V

€901D
[4:{0a g
15070

670170

9%0TV

€¥0TD
(40
T%010
0%01TNn

8E0TH
LEOTYV
9E0TV

veOTY
€E0TV

0€0TN

82010

€20TD

120D

LI0TV

ST0TD
7101D
€T0TD

TT0TV

8CTTD

9CT1D

82CTD

€601
2601V

060TD
6801V

L8010
980TD
S80TV

6,010

LL0TD

§SL0T1D
VLOTY

TLOTD
0L0T0

890TN

06TTV

88TTD
L8TTD
9811V

F

08TTN
6LTTD

S9TTN
YoTTV

T9TTY
09T1D
6ST1D

LSTTD
9ST1D

TSTI0

8¥11Nn

oVITY
SPTTD
YPII0
€VTTIN

Wi
(0749900

8ETTV

9€TTN
SETTD
YETTD
EETTY

62110

2¢STID

8¥CTIV

8ETTV

€ETTY
ceTIn
T€CTD
0€TTN

81CTD

91210

vicin
€120
[q14%)
11210

60210
80CTY
0210

S02TNn
Y0CTV

T0CTV
0o0zTn
66TTV
86TTD
L6TTD
96710
S6TTV
761N

€0€TN

6621V

S6CTY
76C1D
€62T0

062TD
68CTD
88CTD

98219

0821D

9.TTV
SLTTD

€L2T0
cLTTY
TLCTV
0L2TD

8921N

vscIn

cTLETN

89€TN
L9ETD
99€TD

YoETY
€9€TD
C9ETD

8GETD

9GETD

CTSETD
TSETD

8YETD
LYETY
9%€TD
SPETD
vven
EYETD
ZYETD

6EETN
8EETD
LEETD
9EETY

veemn
€EETD
CEETY

0EETN
6ZETN

LTETD
9CETD
SCETD

vieTY

vevin
€EVIN

0EVTN
(1445
82¥1Nn

147491

€TYIV

(4723
61710
8171

607D

08€TN
6LETD
8LETD
LLETY
9LETD

v.leTN0

S67TY
v6vINn
€6VTV

16710
06%1D
6871
88%1N
18%10
98%1N
S8YTY

£8%1D

6LYTY

LLVTY
9.L¥10
SL¥10

€L¥T0
TLYTO
TLYTV

69%T0
89%1N

99710
S9%10
971D

TOVTY
09%1D

8GSTY
LSSTD
9GSTN

PSs1v
€GSTD
CGSTO

0GSTH
671N

L%S1D
9vSe1Nn
SYSTY
¥¥S1D
€YS1N

0%STD

LESTY
9€STO
SESTY

€ESTN

0ESTD
625N
82STH
42gsTn
24190

ST
€2STD

12TV

61STV
8TSTO
LISTD

»13810

CISTY
TTS10

60STN

L1910

E€T9TV

019TN
60970

L0919
9091V
S09TY
Y091V
€091V
091D

66STO

L6STN

S6STO
%6510
€6STN

T6S1D
06STN

S8STY

€8STD

08STH

8LSTV
LLSTY
9.STD
S.LSTD

€LSTY
CTLSTN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13434, 7TPIA

wwPDB EM Validation Summary Report

Page 28

LL9TD
9.9TD

€910

0,910

1991D
9991V
S991D
Y991V
€991D
2991D
T99TV

859TN
L5919
9591V
S59TN
75910

2S9TY

TYoTV
EVOTV

0%91D
6E9TD

LEITY
9€91N
SEITD
YeITY
mmmﬂo
09TV
62910
829T1D
42910
92910

Y2tV
€2910
¢TTd
T291n
0291V

6ELTD
8€LTD
LELTD

SELTY

TELTD

8CTLIV
12L10

STLID
veLIY
€TLIV
cTLIn

+

0TLID
6TLID
8TLID
LTLTID

STLTV

TTLTY

L0410
90410
S0LTN

TOLTY

00LTD
6691V

L6910

£6910
2691V
169170
0691D
6891V

G89TD

08TV
€08T0
081D
70810
008TD
66LTY
86LTV

96LTY
S6LTD

€6LTV

06.10
68L1D

L8LTY

T8L10

6LLTD
8LLTD
LLLTD
whmﬁo
ELLIY
CTLLTD

0LLTY

LOLTY

S9LTD
79,10

CTILTY

6SLTD
8GLTD
LSLTD
9GLTY

€38.L1D
CTSLIY

8¥.L10

9v.L10

vvLIn
€vLT0
TYLID

9981
S98TV
7981V
€98TD
¢98TY
T981V

w810

8€8TY
LEBTD

S€81D
vestn
€€81D
2e8TH

0€8T1D
62810

S281N
281D

0z81n
618TD
818TD
LI8TY

S1810

€181
T181D
1181V
0T8TV

S08TN

VE6TY

0€6TN
626TD

zzeTn
12610

LT61D
91610

606TO
8061V

90619

061D
€061V
20610
T06TD
006D

868TD
L68TY
9681V
S68TD
76810
€68T0

1681V

68810
888TN
18810
98810
98819

€881V

981D

F

T.L81N
T.810

698TD

L9819

9661V

ve610

T6610
06610
68610
8861V
L86TD

28619
18670

6.6T1D

9L6TV
SL6TD

€670

696TD
896TD
L9610

S961D

6561V

LS6TD

SG6TD

€56TN

L5020
950CY
SS0TY
%5020

6702V

%020
9%02D
S¥02D
¥%020

17020

9€0TH
S€0TN
%€02d

[404]

L 4

2eocy
13494

6102D
81020

¥102n

otoey
60020
8002V
L0020
90020

¥002D
£0020

10020

666TD

8112N

9112n
ST1CY

€1720

60TCY
807120

S0T2D
vot1ev
€012

T0TCY
007ZH

86020
L602Y
96020
S602Y

£6020
26020

06029
6802V

98020
98020

78020
08020
6.02D
8.L0TY
L.L0TY
9.02D

%020
€L02D

29020
090ZH

8¥12n

%4

¥¥120

8eTeNn
LeTTY
9gTeY
GETTD

¢
¢
¢
¢

L

0ETTY

8CT1CH

ozgrey

[44%43)
Teiey
[J4343)

022D

98120

v8TCy
€872n
28120
1812V

20€TD
TOETD

66220
862TH
L62TH
962CY

143144 4

88¢CH

¥82TH
€82T0

08zzn
6.22D
8.TTH

gLeen
2.Leed
1,220

692D
8922D
1,92TH

%922
€922H

,5zgen
96220
ist4q |

vveen

15744

T9€TH
09gTy
6SG€ETH

LSETD
95€2N

TSE2Nn

0S€2ZD

PA 4
9Y€TD
SYECD

6EETD

LEETN
9EETY

T€ETH

8TeTY
Lzeen

sceen
veeev
€ceen
2TETH
T2€TD

6TETY

9T€TH
STECD

TTETH
0T€TD
60€TY

LOETD
90€TY
S0€TO

€0€2n

€T¥2D
(45741

(05744}

80%2¢D
L0%2D
20¥2n
S0%ZH

L

To%vzn
00¥CY

88€TO

98€TY
S8ETY

€8€TH
28eTY

08€2N

8LETH

9.€2D
sLecy
vLeTY
€LETD
TLETD

69€TH
89€TY
L9ETO

s9gen
voeey

S8¥en
izl
£8%20

08%ZH

8.%2H

9.L%eY
SL%2D

€L%2D
2Ly
.20
0.L%2D
6972V
89¥2n
L9%TV

S9¥en

€9%2H
29%2H
1oV

09%20

0S%20
6vven
8¥¥20
LY¥Ty

Teven

8¢¥%T0
Leven
9Tvey
4 240]

LYS2D
9vsen
svsen
¥¥S2d

8ESTY

9€52N
SE€STD
¥€9CH
£e3ey
(43143
1€92D
ogsen
625D
825D

§2ST0

81520

9182
ST62D

€1592D

€082D

Leven
96%2CD
S6vey
76%2D

26%TH

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-13434, 7TPIA

wwPDB EM Validation Summary Report

Page 29

0192V
60920
8092V

€092
2092D
T092n
00929
66920
863920

9632V
S692V
692D

3

0652
6852
8852N
852N

£892n

18920

882V
L182D
9.8V

cLSey

0lsen
6952V

1952D

€992n
[4sk141)

095920
69920

98520

v5sen
€952
[4s143)

T.92D

19929
99920
S992Y
7992n

992N
09920
69920

9992
99920
73920

¢s9zn
T992D
0592V

9Ty
0v9ey
6€92D

9€92N
SE9TD

€€92D
TEITD

0€9zn
6292
8292n
42920

§z92n
v292D

(4414 4
Teozn
0292d

9€.20n

€ELTY

0€.LTD

8c.len
12.29

§TLTD
veLen

12LTD
0TL2d
6T.LCYV
8T.TO
LT.TD
91.20

v1.L2D
€T.LTY

0T.LZD

LoLey
90,20

v0.20

202D
T0LTY
002D

96929
$692n
7692V
£6920
692N
16920

¢L9TD

96,20
S6.20
v6.2n
€620
26.L2D

68.LCY

18.20n

€82V
[4:7k4 4
18L20
0820

8.L.2n
LLLTY
9..2n

€LLTY

TLLZD
0Llen
69.2D

192D

v9.L2n
€9.2D

T9.2V

65.2D
2isvka |
LSLTY

S§5.2D

€5.2D0

1520
0s.L2v
6%.L2V
8.2V

9LV

evlen
cvlen

8€.2N

9582

[4steiad)
78820
05829
6%82D
8¥8ey
L¥82D
o¥8ey
s¥8zn
v¥8zn
£¥82D
(443043

9€82N
SE8TD

€€8TY
TE8TD
Te8zN
0€8CY

9282

0z82d
61820
81820
L1829
9182V

182N

6082V

9082V
5082V
70820

00820

86.LCY
16.2D

00620
66820

1682
9682

7682
€£682D
26820

1882V
9882V

882D
€882V
882N

0882V
6,820
81829
1,82V

§.82n
v.820
€182
(X514 §

04820

5S ribosomal RNA

8982

59820

€982

e Molecule 51

T982H
0982V
65820
8582V
18820

34%

50%

. 13%

Chain 4

79D

29D

—
©
<

890
15D
98V

€80
{4

i)

444
EVV

70

LeV
9€0

-
]
o

o2}
N
O

©
N
O

[re)
3]
<

]
]
©

T2

61D
81N

- w ©

90TV

76V

43
16V
06D

80
98D
S8Y

08D
6.0
8.0

16S ribosomal RNA

e Molecule 52

26%

59%

. 14%

Chain 5

.2 4

€90
299

09V
650

§80
ey
€an
{414

91D

vin

(4%

—
—
<

)
<

©~
UDI

€210

1210

611N

9TTV

(4391

0770

801D

901D
SOTV

[4I%]

660

169
969

Y6V

N
)
o

© o o
© D 0
I‘IUU

o)
0
=}

ven

6LV

Lo B 2 2 2 2 2 2 4

cLY
TLY
oLy
69D
890

S9D
%90

06TV

L8TY

G819

2910

85TV

STV
vein

¥¥2o

(4744
Ted
oven
6ECTY

veed
€€ed
2eTd
Teen

62TH
8¢TH

+

444

612V

vien
eren
(4143

012D

161V

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-13434, 7TPIA

wwPDB EM Validation Summary Report

Page 30

I A7) [ sov I 6290 z69Y EE 92110 SSIED 6v21D
vy 9050 azov 29070 | 88IIY svzT
z8en SyvV ["s0s0 | 9959 2290 [ ool I Aiien | ety
a0 08Y " ges L9 09070 SZTTD [ gstin e
* €759 £099 63079 Zz1T0 9811 SHTTV
[442) 2030 830TY
i I Tosy 1301 I } .
0LED 0099 08110
5L€0 Cardl cSill [eurty | 1324%)
w280 - - sL130_ [oweraN
L8V e .
TLED R S 188V @D 86210
Ti60 A ogsn 15010
yEP0 080TN $LTTO
k | g8 I TTT19 $ETTD
598D 0670 9501V Iumﬁu
soen som [ | = B Ex Tezin
9N [sswn | L0TT0 08219
£9en Levy L8vV 8759 £V0TN 90T1N 19710 | 6TTIV
I 9870 1550 | 9eLY cvord S0TTD | 99TTY 82210
I 999D g6.0 o $0TTD S9TTH 12TTY
s | svsy 6.0 T G €0T10 L vorin 92eTY
63EV £cvn €871 HHSY | g6l 1769 6€0TD | ZoTTY €9TTV | seeIy
85€D cehy e G2 26.0 9160 8EOTD T0TTY | | %2210
18€D Tevd r8vn [A%h) 6LV LEOTY 00110 09719 £TTTV
95€D 0Tvy 08%0 1990 o6l I | og010 | | 6STTV zTeIn
SSEV 617V 8.VV ovsn 68.LY 2169 SEOTV 8STTV TZTTY
v3en 8170 LN 6£99 88,9 VEOTD 160TD | ozery
£agn I L0v0 | ssan s 6v8Y ¢ ecom 9601V 61210
zSEY 9.¥0 LESY 98.0 8ven 2€0TD | 9601H SSTTY 81210
1980 [Y57) L s 380 TEOTY %6010 PSITY L1219
03D | wIen vLvd | w8y | 0go1d £60TY A1)
6EY €179 ELTY €89 62010 (2335
(455} eLvd 28.D = TSTTY YICTY
TLvy 184V 06079 0STTH | eremy
D) 0L¥0 9710 o8 €06V 611D (4145}
i & 1A 6LLY [ewmn | | TRV
$HED 807N 6250 $TLO L 8LV 18010 13710 072N
£9ED | LOWY 8259 £TLY LLLY | eesv VTV 60210
90%9 1259 LTI 9.0 80219
5090 S9VV | 9zs0 119 SLLD 20270
$0Y cial 5259 07D LB g£89 €80TV £%110 90219
6£€N £0PY [ eovn | [ | 60LY €LLD | vesn 2801 S02T0
8€€D | zovd covd (A2} | soLv TLLD ££89 BT TV
[ ] T0%0 Mwww TZSV 109 TLLD z€89 I
ageeD | 00%D 9020 0429 18D 9,070
| veey 66€0 | eS| SOLY | 690 ogsn G019 8ETTN 10210
€gen 86€D 85¥D $0L0 89.9 | 6z8d £56Y $L0TA LETTD
zeey 168D gLy 1920 878N | | £T010 £L0TY | 9grTy
T€ED | 9680 9750 T0L0 9919 | g8 0560 . groty | gLty SETTN 86710
0£€D S6ED | gq1sd TOLY S9LY 9289 6769 TTOTY TL0TY I L6719
62€0 $1S0 009 $9LY | gqesy 8v60 0TOTV . 0L01H 96719
| szed | e1sd | 669V £9LY 28N 1%60 60079 69070 TETTD S6TTD
1289 (4N 869N 29.9 | gz 9%69 800TD 89019 TETTY | 6TV
| 9ze0 TIGY 1699 1920 ze8y Sv6N 20070 | 19070 0ETTH £6110
szeY 18€9 | | | | 1280 z88n . vheY | 9001V 99010 62110 26110
$2€0 98€en 045Y 1€90 5690 95.LY 1889 £960 50070 S90TD | 8zTIy 16710
| gzey | ggev A 6950 0£99 | g69V 8520 0889 %69 5000 | %9010 12TV 06119

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-13434, 7TPIA

wwPDB EM Validation Summary Report

Page 31

S6210
621N

2¢6TTY
16210
06219

88CTD

98219
S§8CTD
v8CTIV
€8CTD
821N

8121

S.210

€LTTY
cLTID

0L21D
69210

L9219

S921N
921D
€921V
2921V

652T1D
852TN
LSTTD

TS21D
0SCTY

TLETY
0LETD

89€TN
L9ETD
99€TN
S9€TN
Y9ETD

CT9ETD
TOETD
09€TD
6SETD
8GETN
LSETD

SSETN

€SETD
CTSETY
TSETN
0SETY
6VETY
8¥ETD
LYETN
9YETD

YPETD

(419
e
0veTD
6EETN

CEETN
TEETV
0EETY
6CETD
8CTETD
LTETD

SZETN
veery
E€CTETY

0CETY

8T€TD
LIETY
9T€TD
STETN
vieTy
EIETY

6071V

LOTTY

6.LETO

9LETD

VLETO
ELETY
CTLETD

CO0STH
TOSTD
00STH
66%TD
86¥%TD
L6710
96%TD

E671YV
26%TD
15444
06%1D

88TV
L8710
98%1D
S8%T0
¥8¥10

[4si4a

L0STN

e Molecule 53

SO0STD
%0S1D

tRNA-Phe

17%

22%

47%

30%

Chain 7

> e

990
799
£9n

S
-
o
ovn
S¥D
vn
X
—
n
)
=
[al)
61D I
e = S
=)
Z &
o~ ~
710 +
e e ..
9.D

e Molecule 53

Chain 8

69V

19D
990
S90
%90
€9n
290

63V

980

750

8N
L%D
9N
S¥D
wvn

™
S
o

%0

8€D
LEY

SED
ven

€D

L 4
Imo

[

(SIS

~
o
<

vev
£€TH

o
N
o

<>
~ o o
e
=] II(J

N o
oo
O bo

0 © N~
S
(SRS

€D
[43)

O

R LDWIDE
PROTEIN DATA BANK

W



Page 32

wwPDB EM Validation Summary Report

EMD-13434, TPIA

4 Experimental information (i)

Property Value Source

EM reconstruction method SUBTOMOGRAM AVERAGING Depositor
Imposed symmetry POINT, C1 Depositor
Number of subtomograms used 1119 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 3.2 Depositor
Minimum defocus (nm) 1500 Depositor
Maximum defocus (nm) 3750 Depositor
Magnification 81000 Depositor
Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 0.743 Depositor
Minimum map value -0.278 Depositor
Average map value 0.015 Depositor
Map value standard deviation 0.069 Depositor
Recommended contour level 0.22 Depositor
Map size (A) 435.328, 435.328, 435.328 wwPDB

Map dimensions 256, 256, 256 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 1.7005, 1.7005, 1.7005 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 | pyia7 17 55 | RMSZ #|Z| >5
1 0 0.16 0/383 0.47 0/504
2 1 0.15 0/484 0.43 0/637
3 2 0.15 0/306 0.48 0/401
4 A 0.17 0/1954 0.43 0/2642
5 B 0.15 0/1721 0.44 0/2323
6 C 0.16 0/1691 0.44 0/2267
7 D 0.17 0/1188 0.40 0/1593
8 E 0.20 0/1384 0.44 0/1867
9 F 0.17 0/1266 0.53 2/1700 (0.1%)
10 G 0.16 0/1126 0.46 0/1517
11 H 0.18 0/1044 0.55 0/1395
12 | 0.17 0/820 0.43 0/1103
13 J 0.17 0/844 0.44 0/1136
14 K 0.25 0/1094 0.54 0/1468
15 L 0.16 0/962 0.44 0/1289
16 M 0.17 0/483 0.45 0/643
17 N 0.16 0/679 0.42 0/907
18 0O 0.16 0/659 0.45 0/885
19 P 0.14 0/684 0.40 0/913
20 Q 0.17 0/545 0.44 0/730
21 R 0.27 0/698 0.59 0/936
22 S 0.16 0/631 0.42 0/838
23 T 0.14 0/475 0.38 0/621
24 a 0.18 0/2267 0.46 0/3044
25 b 0.16 0/1795 0.45 1/2412 (0.0%)
26 c 0.16 0/1671 0.42 0/2246
27 d 0.16 0/1409 0.43 0/1894
28 e 0.17 0/1420 0.45 0/1912
29 f 0.25 0/1205 0.59 2/1616 (0.1%)
30 g 0.36 0/969 0.75 0/1295
31 h 0.19 0/968 0.49 1/1298 (0.1%)
32 i 0.16 0/1186 0.41 0/1592
33 j 0.15 0/953 0.44 0/1275
34 k 0.17 0/1170 0.48 0/1559

EMD-13434, TPIA
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. Bond lengths Bond angles

Mol | Chain | pyia7) 4171 55 | RMSZ #|Z| =5
35 1 0.15 0/1104 0.38 0/1481

36 m 0.16 0/973 0.44 0/1309

37 n 0.16 0/897 0.47 0/1198

38 0 0.15 0/948 0.47 0/1262

39 p 0.18 0/961 0.44 0/1278

40 q 0.18 0/828 0.48 0/1111

41 r 0.17 0/1077 0.46 0/1441

42 S 0.15 0/732 0.46 0/988

43 t 0.18 0/879 0.51 1/1165 (0.1%)
44 u 0.15 0/665 0.42 0/884

45 s 0.27 0/519 0.54 0/695

46 W 0.15 0/826 0.42 0/1104

47 X 0.15 0/353 0.52 1/474 (0.2%)
48 y 0.29 0/457 0.63 0/601

49 z 0.14 0/412 0.48 0/547

50 3 0.13 | 0/69073 | 0.32 0/107710
51 4 0.13 0/2505 0.35 0/3902

52 5 0.12 | 0/35768 | 0.30 0/55764
53 7 0.14 0/1808 0.33 0/2817

53 8 0.14 0/1808 0.33 0/2817
All All 0.15 | 0/158727 | 0.36 | 8/237006 (0.0%)

There are no bond length outliers.

The worst 5 of 8 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(°) | Ideal(°)
9 F 11 VAL | CA-C-N | 8.77 132.94 120.49
9 F 11 VAL | C-N-CA | 8.77 132.94 120.49
25 b 147 | VAL | N-CA-C | -6.33 106.96 113.10

43 t 87 | GLY | N-CA-C | 6.26 118.47 110.20
29 f 10 SER | N-CA-C | -5.84 105.93 114.39

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.

WO RLDWIDE

PROTEIN DATA BANK
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes

1 0 380 0 429 20 0
2 1 477 0 530 25 0
3 2 304 0 350 30 0
4 A 1921 0 1973 78 0
) B 1698 0 1768 76 0
6 C 1660 0 1719 116 0
7 D 1173 0 1267 37 0
8 E 1362 0 1377 66 0
9 F 1246 0 1308 95 0
10 G 1110 0 1226 59 0
11 H 1028 0 1094 61 0
12 I 809 0 894 29 0
13 J 829 0 859 95 0
14 K 1076 0 1170 63 0
15 L 951 0 1014 o7 0
16 M 474 0 509 34 0
17 N 673 0 730 25 0
18 O 646 0 677 38 0
19 P 675 0 728 34 0
20 Q 935 0 262 33 0
21 R 682 0 691 92 0
22 S 629 0 681 41 0
23 T 471 0 522 9 0
24 a 2225 0 2301 134 0
25 b 1762 0 1808 98 0
26 c 1644 0 1731 102 0
27 d 1388 0 1469 78 0
28 e 1396 0 1481 62 0
29 f 1182 0 1228 150 0
30 g 960 0 1014 66 0
31 h 959 0 1039 o1 0
32 i 1164 0 1192 50 0
33 ] 944 0 1019 o1 0
34 k 1153 0 1256 81 0
35 1 1079 0 1134 60 0
36 m 958 0 1011 66 0
37 n 889 0 952 58 0
38 0 938 0 1008 46 0
39 p 947 0 1028 62 0
40 q 811 0 858 31 0
41 r 1068 0 1150 60 0
42 s 720 0 803 23 0
43 t 872 0 972 45 0

Continued on next page...



Page 36

wwPDB EM Validation Summary Report

Continued from

Previous page...

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
44 u 657 0 695 33 0
45 v 013 0 260 48 0
46 w 818 0 870 36 0
47 X 344 0 333 16 0
18 v 152 0 172 27 0
49 z 408 0 440 29 0
50 3 61664 0 30954 2986 0
51 4 2239 0 1137 100 0
92 3 31943 0 16058 1607 0
93 7 1618 0 821 37 0
93 8 1618 0 821 43 0
All All 146142 0 99689 6419 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 27.

The worst 5 of 6419 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)
29:1:2:LYS:CE 29:1:5:LEU:HA 1.16 1.62
29:1:4:1ILE:HG21 | 29:£:16:PHE:CE1 1.52 1.44
29:f:3:VAL:CG2 | 45:v:62:ASN:CG 1.93 1.40
29:1:4:.1ILE:CG2 | 29:f:16:PHE:CD1 2.08 1.37
29::4.1LE:CG2 | 29:f:16:PHE:CE1 2.08 1.36

There are no symmetry-related clashes.

5.3 Torsion

5.3.1 Protein

angles (i)

backbone (1)

EMD-13434, TPIA

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
1 0 45/48 (94%) 43 (96%) 2 (4%) 0 100
Continued on next page...


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 1 57/59 (97%) | 55 (96%) | 2 (4%) 100 ] [100]
3 2 35/37 (95%) 34 (97%) | 1 (3%) |
4 A 238/294 (81%) | 218 (92%) | 20 (8%) |
5 B | 213/273 (78%) | 195 (92%) | 18 (8%) 100 | 100]
6 C 201/205 (98%) | 187 (93%) | 13 (6%)

7 D 151/219 (69%) | 137 (91%) | 14 (9%) 0

8 E | 165/215 (T7%) | 142 (86%) | 23 (14%) 0 100 | 100]
9 F 152/155 (98%) | 142 (93%) | 10 (7%) 0 100 ] [ 100]
10 G 139/142 (98%) | 120 (86%) | 19 (14%) 0 |
11 H 126/132 (96%) | 109 (86%) | 17 (14%) 0 |
12 I 99/108 (92%) 88 (89%) | 11 (11%) 0 |
13 J 112/121 (93%) | 104 (93%) | 8 (7%) 0 100 | 100]
14 K 134/139 (96%) | 116 (87%) | 17 (13%) | 1 (1%)

15 | L 116/124 (94%) | 104 (90%) | 12 (10%) 0 [100] [100]
6 | M 58/61 (95%) | 51 (88%) | 7 (12%) 0 100 ] [ 100]
17 | N 81/86 (94%) | 71 (88%) | 10 (12%) 0 [100] [ 100]
18 0 78/94 (83%) 68 (87%) | 10 (13%) 0 |
9 | P 81/85 (95%) | 76 (94%) | 5 (6%) 0 100 ] [100]
20 | Q 63/104 (61%) | 54 (36%) | 9 (14%) 0 (100 [ 100]
21 R 82/87 (94%) 73 (89%) | 7 (8%) | 2 (2%)

22 S 75/87 (86%) | 75 (100%) 0 0 (100 [100]
23 | T 51/60 (85%) | 49 (96%) | 2 (4%) 0 100 [ 100]
24 a 283/287 (99%) | 252 (89%) | 31 (11%) 0 |
25 b 227/287 (T9%) | 212 (93%) | 15 (7%) 0 100 | 100}
26 c 208/212 (98%) | 193 (93%) | 15 (7%) 0 |
27 d 173/180 (96%) | 160 (92%) | 13 (8%) 0 |
28 e 174/184 (95%) | 161 (92%) | 13 (8%) 0

29 f 143/149 (96%) | 132 (92%) | 9 (6%) | 2 (1%)

30 g 124/161 (77%) | 106 (86%) | 16 (13%) | 2 (2%)

31 h 126/137 (92%) | 116 (92%) | 10 (8%) 0

32 i 142/146 (97%) | 131 (92%) | 11 (8%) 0
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
33 i 120/122 (98%) | 113 (94%) | 7 (6%) 0 100 ] [100]
34 k 146/151 (97%) | 127 (87%) | 19 (13%) 0 |
35 1 134/139 (96%) | 127 (95%) | 7 (5%) 0 100 ] [ 100]
36 | m | 117/124 (94%) | 106 (91%) | 11 (9%) 0 100 | 100]
37 | = 108/116 (93%) | 99 (92%) | 9 (8%) 0 (100 [ 100]
38 0 113/119 (95%) | 103 (91%) | 10 (9%) 0 |
39 p 112/127 (88%) | 107 (96%) | 5 (4%) 0 100 | 100]
40 q 97/100 (97%) | 89 (92%) | 8 (8%) 0 100 ] [ 100]
41 r 137/159 (36%) | 132 (96%) | 5 (4%) 0 100 | 100]
42 s 00/237 (38%) | 84 (93%) | 6 (7%) 0 [100] [ 100]
43 t 109/111 (98%) | 98 (90%) | 11 (10%) 0 |
M4 | u 84/104 (81%) | 75 (89%) | 9 (11%) 0 100 | 100]
45 v 61/65 (94%) | 58 (95%) | 3 (5%) 0 100 ] [ 100]
46 | w 96/111 (86%) | 91 (95%) | 5 (5%) 0 (100 | 100]
47 | x 42/97 (43%) | 34 (81%) | 8 (19%) 0 100 ] [ 100]
48 y 54/57 (95%) | 46 (85%) | 7 (13%) | 1 (2%)

49 . 48/53 (91%) | 47 (98%) | 1 (2%) 0

All | ALl | 5820/6670 (87%) | 5310 (91%) | 501 (9%) | 9 (0%)

5 of 9 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
29 f 9 VAL
30 g 89 ILE
48 y 50 ASP
21 R 27 LYS
30 g 45 PHE

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.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_sidechains
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 0 40/41 (98%) 40 (100%) 0
2 1 51/51 (100%) 51 (100%) 0
3 2 35/35 (100%) 35 (100%) 0
4 A 212/262 (81%) | 212 (100%) 0
5 B 180/232 (78%) 180 (100%) 0
6 C 181/183 (99%) 181 (100%) 0
7 D 123/178 (69%) 123 (100%) 0
8 E 150/196 (76%) 150 (100%) 0
9 F 131/132 (99%) 131 (100%) 0
10 G 123/124 (99%) 123 (100%) 0
11 H 111/115 (96%) | 111 (100%) 0
12 I 95/99 (96%) 95 (100%) 0
13 J 91/97 (94%) 91 (100%) 0
14 K 117/120 (98%) 115 (98%) 2 (2%)
15 L 100/105 (95%) 100 (100%) 0 100 | § 100
16 M 47/48 (98%) 46 (98%) 1 (2%) 47 65
17 N 76/78 (97%) 75 (99%)
18 O 69/82 (84%) 69 (100%)
19 P 73/75 (97%) 73 (100%)
20 Q 56,/94 (60%) 56 (100%)
21 R 7477 (96%) 72 (97%)
22 S 70/77 (91%) 70 (100%)
23 T 49/56 (88%) 49 (100%)
24 a 241/243 (99%) | 241 (100%)
25 b 186/233 (80%) 186 (100%)
26 c 182/184 (99%) 182 (100%)
27 d 150/154 (97%) 150 (100%)
28 e 153/159 (96%) 153 (100%)
29 f 131/134 (98%) 130 (99%) 1 (1%) 73 180
30 g 101/129 (78%) 95 (94%) 6 (6%) 181 39
31 h 102/110 (93%) | 102 (100%) 0 (100 [100]
32 i 126/128 (98%) 126 (100%) 0 100 | § 100

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
33 j 103/103 (100%) | 103 (100%) 0

34 k 123/126 (98%) 123 (100%) 0

35 1 113/115 (98%) 113 (100%) 0

36 m 105/109 (96%) 105 (100%) 0

37 n 96/99 (97%) 96 (100%) 0

38 0 101/105 (96%) 101 (100%) 0

39 p 100/108 (93%) 100 (100%) 0

40 q 90/91 (99%) 90 (100%) 0

41 r 116/132 (88%) 116 (100%) 0

42 S 82/208 (39%) 82 (100%) 0

43 t 96,/96 (100%) 96 (100%) 0

44 u 69/85 (81%) 69 (100%) 0

45 \ 58/60 (97%) 58 (100%) 0

46 w 87/98 (89%) 87 (100%) 0

47 X 41/86 (48%) 41 (100%) 0

48 y 48/49 (98%) 46 (96%) 2 (4%) 26 48
49 2 47/50 (94%) | 47 (100%) 0 [100] [100]
All All 5101/5751 (89%) | 5086 (100%) | 15 (0%) 84186

5 of 15 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
30 g 29 TYR
48 y 47 MET
30 g 30 THR
48 y 51 LEU
30 g 47 ASN

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

such sidechains are listed below:

Mol | Chain | Res | Type
32 i 11 GLN
37 n 42 GLN
32 i 70 ASN
34 k 141 ASN

Continued on next page...

5 of 85
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Mol | Chain | Res | Type
41 r 110 ASN
5.3.3 RNA (O
Mol | Chain Analysed Backbone Outliers | Pucker Outliers
50 3 2875/2907 (98%) 1078 (37%) 34 (1%)
51 4 103/108 (95%) 44 (42%) 5 (4%)
52 5 1490,/1520 (98%) 496 (33%) 19 (1%)
53 7 75/76 (98%) 30 (40%) 3 (4%)
53 8 75/76 (98%) 30 (40%) 3 (4%)
All All 4618 /4687 (98%) 1678 (36%) 64 (1%)

5 of 1678 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
50 3 9 G
50 3 13 C
50 3 14 U
20 3 15 A
20 3 16 A

5 of 64 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
52 5 1480 G
53 7 57 C
50 3 1749 A
50 3 1703 A
53 7 71 A

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-13434. 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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 128 Y Index: 128 Z Index: 128

6.2.2 Raw map

X Index: 128 Y Index: 128 Z Index: 128

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 102 Y Index: 124 Z Index: 121

6.3.2 Raw map

X Index: 130 Y Index: 124 Z Index: 120

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


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

WORLDWIDE

P

PROTEIN DATA BANK


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 0.22.
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.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
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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 13434 msk 1l.map (i)



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

4 — Voxel count

Recommended contour
level 0.22

Voxel count (logl0)

T T
-0.2 0.0 0.2 0.4 0.6
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

80000

70000

60000 +

50000 4
— \olume

Recommended contour
40000 A level 0.22

volume (hm?3)

30000 -

20000

10000

T T T T !
-0.2 0.0 0.2 0.4 0.6

Contour level

The volume at the recommended contour level is 2941 nm?; this corresponds to an approximate
mass of 2657 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

6 -
4 -
a2 .
g' = Prnimary map RAPS
— Raw map RAPS
= Reported resolution
W —
S 0- \ 13.60 A*
4t
=
_2 -
_.q_ .

0.00 0.05 0.10 0.15 0.20 0.25 0.30
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.074 A1


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

8.1 FSC (D
FSC
1.0
0.8 1
—— Author-provided FSC
0.6 - Unmasked-calculated
= FsC
e  prmemmrAmmqgm o s s s s s e s
e —-=. 0.143
v 0.4 == 05
E —— Half-bit
Reported resolution
024 "= Aboe 13.60 A+
[0 0 [ S— G ¥ o N S S wwfiﬁﬁw_ﬁ,ﬂﬁafmﬂ .....
-0.2

T T T T T T
0.00 0.05 0.10 0.15 0.20 0.25 0.20
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.074 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 13.60 - -
Author-provided FSC curve | 13.51 | 20.37 14.73
Unmasked-calculated™* 19.46 | 27.70 22.17

*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 19.46 differs from the reported

value 13.6 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-13434 and PDB
model 7TPIA. Per-residue inclusion information can be found in section 3 on page 14.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.22 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 (0.22).

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 1
W
=
T,
E 0.6 4 —— Backbone atoms
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.22
v 0.4
=
g=
]
[}
o
E 0.2 1
0.0 . T .

T T
—-0.2 0.0 0.2 0.4 0.6
Contour level

At the recommended contour level, 86% of all backbone atoms, 89% 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 (0.22) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8940 . (0.0870
0 0.9810 . 0.0300
1 1.0000 I 0.0060
2 0.9430 . 0.0510
3 0.9820 I 0.1010
4 0.9670 I (0.1070
5 0.9460 I 0.0960
7 0.7850 . 0.0600
8 0.9130 . 0.1020
A m 0.4830 . (0.0800
B  0.5680 . 0.0600
C 0.6780 . 0.0520
D s 0.5400 I 0.0560
E . 0.4790 I 0.1070
F . 0.4200 I 0.0660
G B 0.5100 . 0.0510
H  0.5350 . 0.0430
I  0.6350 . 0.0390
J . 0.5470 I 0.0530
K 0.7070 I 0.0370
L B 0.5180 . 0.0550
M 0.9670 . 0.0460
N B 0.5790 . 0.0620
O 0.7200 . 0.0290
P  0.6560 . 0.0700
Q 0.7040 . (0.0290
R 0.7520 I 0.0580
S 0.8340 I 0.0550
T 0.6790 . 0.1220
a 0.9600 . 0.0510
b 0.9290 . 0.0500
¢ 0.9750 . 0.0580
d 0.7950 . 0.0780
e B 0.5140 . 0.0830
f B 0.4870 . 0.0920

Continued on next page...

1.0

0.0
M <0.0
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Chain Atom inclusion Q-score
g . 0.4190 I 0.0810
h . 0.3630 I 0.0820
i 0.9300 . 0.0490
] 0.7150 I (0.0640
k 0.9760 I (0.0540
1 0.9330 I 0.0530
m 0.9850 . 0.0500
n 0.9110 I 0.0630
0 0.7270 I 0.0480
p 0.9490 I 0.0590
q 0.8950 I 0.0780
T 0.9940 I 0.0750
S 0.9650 . 0.0740
t 0.9610 . 0.0770
u 0.9830 . 0.0480
v 0.9960 I 0.0550
w 0.9180 I 0.0840
X 0.7170 . (0.1250
y 0.9540 I (0.0400
z 0.9980 . 0.0340
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