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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
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https:/ /www.wwpdb.org/validation/2017/EM ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

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

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

EMDB validation analysis : 0.0.1.dev132
Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0
Buster-report : wwPDB partial adaption of 1.1.7 (2018)
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 4.20 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 I . 2
Ramachandran outliers N 2 4%
Sidechain outliers N 11.8%
RNA backbone NN I 0.33
Worse Better

0 Percentile relative to all structures

I] Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score Il I 0.207

Worse Better
0 Percentile relative to all EM structures

[l Percentile relative to EM structures of similar resolution

. Whole archive EM structures Similar EM resolution
Metric . . . .
(#Entries) (#Entries) (#Entries, resolution range(A))

Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -

Q-score - 25397 5410 ( 3.70 - 4.70 )

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
39%

T ————— n

1 A 244 75% 18% 6% -
76%

T ———— n

2 B 394 72% 23% -
50%

e

3 C 362 70% 28%

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

Mol | Chain | Length Quality of chain
55%
! -
4 D 292 79% 19% .
65%
. g —
5 E 248 62% 27% 6% 5%
53%
... —
6 F 225 76% 20%
72%
===
7 G 241 78% 22%
68%
.. p—
8 H 190 76% 21%
76%
T — ——
9 I 213 70% 21%
51%
—
10 J 169 82% 16%
56%
.. p—
11 L 210 66% 30%
51%
T -
12 M 138 78% 20%
76%
I p—
13 N 203 78% 19%
65%
= —
14 O 199 75% 19% 6%
8%
15 P 153 — 84% 13% .
54%
P — p—
16 Q 187 78% 20%
39%
T — —
17 R 180 76% 10% 5%
69%
. —
18 S 175 77% 18%
67%
.. -
19 T 159 77% 21%
76%
T —————————— p—
20 U 99 80% 17%
40%
T — -
21 Vv 131 79% 20%
37%
T — -
22 %Y 63 81% 17%
34%
I -
23 X 119 74% 24%
31%
. p—
24 Y 134 83% 13%
50%
I p—
25 y/ 135 73% 24%
79%
. —
26 a 147 77% 19% .
59%
P — —
27 b 75 84% 12%
66%
... -
28 C 94 77% 21% .

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

Mol | Chain | Length Quality of chain
31%
e —
29 d 107 73% 24% o
51%
=
30 e 128 65% 31% -
71%
1 ee—
31 f 109 59% 34% 7%
7%
T ——
32 g 114 75% 20%
39%
T ————————————
33 h 122 81% 15%
50%
. —
34 1 102 85% 15%
10%
35 ] 86 70% 22% 8%
54%
T
36 k 69 72% 25% -
2%
37 | 50 70% 30%
50%
T
38 m 52 75% 19% 6%
7%
I
39 n 23 83% 13%
1%
|
40 0 104 72% 22% “5% »
73%
I
41 P 91 82% 15%
59%
I
42 r 136 57% 32% 10%
87%
.
43 S 198 84% 15%
94%
T —
44 t 163 70% 27% o
5%
f— ——
45 q 76 57% 33% 11%
18%
[ —
46 u 3662 44% 39% 14%
8%
47 v 120 63% 31% 6%
9%
48 w 156 42% 46% 12%
7%
49 X 461 57% 31% 8%
5%
50 y 62 76% 24%
10%
I
51 A 29 34% 38% 28%
15%
I
52 1 162 90% 9%
7%
53 2 60 92% 5% .

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

Mol | Chain | Length Quality of chain
5%
54 3 120 72% 23% 5%
55 4 34 76% 24%
0%
56 5 705 r— 51% 36% T
5%
57 6 100 | = 503 e ——
58 7 25 - 100%
59 8 g0 | = So%
60 0 24 88% 12%
25%
61 K 8 25% 75%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-

ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
63 ZN 0 201 - - X -
64 9UB 5 801 - - X -
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2 Entry composition (i)

There are 64 unique types of molecules in this entry. The entry contains 153850 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 ul.2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 A 244 1868 1171 382 309 6 0 0
e Molecule 2 is a protein called uL.3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 B 394 3148 2007 591 537 13 0 0
e Molecule 3 is a protein called Ribosomal protein L4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 C 362 2884 1814 578 478 14 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
C 362 LYS SER conflict UNP G1SVW5
C 363 SER ASP conflict UNP G1SVW5

e Molecule 4 is a protein called 60S ribosomal protein L5.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 D 292 2386 1509 437 426 14 0 0
e Molecule 5 is a protein called 60S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o k 236 1898 1215 362 318 3 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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e Molecule 6 is a protein called uL30.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 K 225 1870 1202 358 301 9 0 0

There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
F 175 ALA THR conflict UNP G1SV32
F 185 GLY ASN conflict UNP G1SV32
F 202 ARG HIS conflict UNP G1SV32
F 233 GLU GLY conflict UNP G1SV32
e Molecule 7 is a protein called eLS8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 G 241 1934 1233 371 326 4 0 0

There is a discrepancy between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
G 191 GLY CYS conflict UNP G1STWO
e Molecule 8 is a protein called uL6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 H 190 1516 954 284 272 6 0 0
e Molecule 9 is a protein called Ribosomal protein L10 (Predicted).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
I I 204 1655 1051 319 272 13 0 0
e Molecule 10 is a protein called Ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 J 169 1353 855 252 240 6 0 0
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e Molecule 11 is a protein called el.13.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 L 210 1703 1065 354 280 4 0 0
e Molecule 12 is a protein called Ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 M 138 1137 727 221 182 7 0 0
e Molecule 13 is a protein called Ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 N 203 1701 1072 359 266 4 0 0
e Molecule 14 is a protein called ul.13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 0 199 1638 1056 321 256 5 0 0
e Molecule 15 is a protein called ul.22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 P 153 1242 776 241 216 9 0 0

There is a discrepancy between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
P 54 GLN LYS conflict UNP G1TVT6
e Molecule 16 is a protein called ul.14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 Q 187 1506 941 311 249 5 0 0

e Molecule 17 is a protein called el.19.

EMD-4316, 6FT1
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 R 180 1508 933 328 238 9 0 0
e Molecule 18 is a protein called eL20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 S 175 1454 925 284 235 10 0 0
e Molecule 19 is a protein called eL.21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 T 159 1298 823 252 217 6 0 0
e Molecule 20 is a protein called el.22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
201U % 08 518 141 147 2 0 0
e Molecule 21 is a protein called uli14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 v 131 979 618 184 172 5 0 0
e Molecule 22 is a protein called Ribosomal protein L24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 W 63 528 337 103 85 3 0 0
e Molecule 23 is a protein called ul.23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 X 119 976 624 183 168 1 0 0

e Molecule 24 is a protein called Ribosomal protein L26.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 Y 134 1115 700 226 186 3 0 0
e Molecule 25 is a protein called 60S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 Z 135 1107 714 208 182 3 0 0
e Molecule 26 is a protein called uLi15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 & 147 1162 734 239 185 4 0 0
e Molecule 27 is a protein called 60S ribosomal protein L29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 b € 609 378 130 98 3 0 0
e Molecule 28 is a protein called eL.30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 ¢ s 732 465 130 131 6 0 0
e Molecule 29 is a protein called eL31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 d 107 &8 560 171 155 2 0 0
e Molecule 30 is a protein called el.32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 © 128 1053 667 216 165 5 0 0

e Molecule 31 is a protein called eL.33.




Page 11 wwPDB EM Validation Summary Report EMD-4316, 6FTI
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 f 109 876 555 174 143 4 0 0
e Molecule 32 is a protein called el.34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 & L 906 566 187 147 6 0 0
e Molecule 33 is a protein called ul.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 | h 122 1013 640 204 168 1 0 0
e Molecule 34 is a protein called 60S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
34 : 102 830 520 176 129 5 0 0
e Molecule 35 is a protein called Ribosomal protein L37.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
35 ] 86 705 434 155 111 5 0 0
e Molecule 36 is a protein called eL.38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 k 69 569 366 103 99 1 0 0
e Molecule 37 is a protein called el.39.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
37 1 50 444 281 98 64 0 0

e Molecule 38 is a protein called eLL40.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 m 52 429 266 90 67 6 0 0
e Molecule 39 is a protein called 60s ribosomal protein 141.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 i 23 222 134 61 25 2 0 0
e Molecule 40 is a protein called el.42.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 o 104 851 533 174 138 6 0 0
e Molecule 41 is a protein called Ribosomal protein L37a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o I 708 445 136 120 7 0 0
e Molecule 42 is a protein called el.28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 ' 136 1094 676 229 183 6 0 0
e Molecule 43 is a protein called 60S acidic ribosomal protein PO.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 5 198 1523 969 265 280 9 0 0
e Molecule 44 is a protein called Ribosomal protein L12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 k 163 1238 773 230 230 5 0 0

e Molecule 45 is a RNA chain called p-Site tRNA.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
45 4 76 1616 723 291 527 75 0 0
e Molecule 46 is a RNA chain called 28S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
16 h 3662 78486 34947 14363 25515 3661 0 0
e Molecule 47 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
47 v 120 2558 1141 456 &42 119 0 0
e Molecule 48 is a RNA chain called 5.8S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
48 W 156 3314 1480 585 1094 155 0 0

e Molecule 49 is a protein called Protein transport protein Sec61 subunit alpha isoform 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 * 426 3313 2181 535 576 21 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

X

145

SER

ALA

conflict

UNP P38377

e Molecule 50 is a protein called Protein transport protein Sec61 subunit gamma.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
01y 62 194 326 86 79 3 0 0

e Molecule 51 is a protein called Protein transport protein Sec61 subunit beta.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 z 29 229 157 36 34 2 0 0

e Molecule 52 is a protein called Dolichyl-diphosphooligosaccharide--protein glycosyltransferase

subunit 1,RPN1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
52 1 162 &85 553 165 167 0 0
e Molecule 53 is a protein called TMEM258.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
o3 2 60 300 180 60 60 0 0

e Molecule 54 is a protein called Oligosaccharyltransferase complex subunit OSTC.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
b4 3 120 802 529 130 136 7 0 0

e Molecule 55 is a protein called Dolichyl-diphosphooligosaccharide--protein glycosyltransferase

subunit 4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
95 4 34 268 180 41 45 2 0 0

e Molecule 56 is a protein called Dolichyl-diphosphooligosaccharide--protein glycosyltransferase
subunit STT3A.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
56 o 644 5090 3331 819 904 36 0 0

There is a discrepancy between the modelled and reference sequences:

Chain | Residue
5 88

Modelled
LEU

Reference
UNP F1PJP5

Actual | Comment

ILE

conflict

e Molecule 57 is a protein called DADI.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
o7 6 91 485 291 97 97 0 0
e Molecule 58 is a protein called OST48.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
o8 7 25 125 75 25 25 0 0
e Molecule 59 is a protein called RPNT1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
M8 80 400 240 80 80 0 0
e Molecule 60 is a protein called Unidentified TM.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
60 0 24 120 72 24 24 0 0

e Molecule 61 is an oligosaccharide called alpha-D-mannopyranose-(1-2)-alpha-D-mannopyra
nose-(1-2)-alpha-D-mannopyranose-(1-3)-[alpha-D-mannopyranose-(1-3)-alpha-D-mannopyr
anose-(1-6)|beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2
-acetamido-2-deoxy-beta-D-glucopyranose.

o..0. 2.,&,2%.,;—3
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
61 K 8 94 52 2 40 0 0

e Molecule 62 is MAGNESIUM ION (CCD ID: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf
69 B 1 Total Mg 0
1 1
62 C 1 Toltal l\gg 0

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

Mol | Chain | Residues Atoms AltConf
62 I 1 Total Mg 0
1 1
62 p 1 Total Mg 0
1 1
62 v 1 Total Mg 0
1 1
Total Mg
62 g 1 1 1 0
Total Mg
62 u 146 146 146 0
Total Mg
62 v 5 5 5 0
Total Mg
62 W 2 5 9 0

e Molecule 63 is ZINC ION (CCD ID: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
63 o 1 Toltal Zln 0
63 j 1 Toltal Zln 0
63 m 1 Toltal Zln 0
63 o 1 Toltal Zln 0
63 b 1 Toltal Zln 0

e Molecule 64 is [(2 {S},3 {R},4 {R},5 {S}.6 {R})-3-acetamido-6-(hydroxymethyl)-4,5-bis(oxi
danyl)oxan-2-yljmethyl-|oxidanyl-[(2 {Z},6 {Z},10 {Z})-3,7,11,15-tetramethylhexadeca-2,6,1
0,14-tetraenoxy|phosphoryl]oxy-phosphinic acid (CCD ID: 9UB) (formula: Co9Hs1NO;1Py).
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9UB
.
S
Mol | Chain | Residues Atoms AltConf
Total C N O P
64 g 1 43 29 1 11 2 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: ul.2
39%
ain A: 75% 18% 6% -
Ch A .

@  © 000000

@ COPPPPPPPOG O O V900G O O 9O O %0
= < ~ P - ~

a2 2 2 2 TR 2 4 OO V00 0SO oo

—

O oo h 4
88
(] s

PO 000000 o
)
=

S152

vioa ¢

i l

©
[}
s

H216
Q217
H218

L 4

e Molecule 2: ul3

L 4
o
<
N
12l

R242

46%
Chain B: 2% 23% -

OO & PO PPPPPO® 900000 G090 o @ o o
Ny bl ©

SO0 o oo o OO0 o S O 0O & <> a2 2R 2 2 2 2

o o s w0 < o oba__o P ©

FIIIIIIIIIIIM vl.IIIIIIIIIIl.Im gg” Ql‘IIIIIIIII : C)IIIIOII C)IIIIIIII+.IIIIv‘IIIIIIIIﬁ NIIN..NIIIIIIIIII ")IIII m|||||
© N~ 0O O & = == = = IEEER] - Pl o o
= ] HES  ®m am S B > 3] = kEE < < =
Lo 2R 2 2 2 2 2 4 L 2 L 2 4 & @ OO0 & SO o OO
IIIIIIIIIIIII : IIIIIIII - IIIII III S IIEB IIIIIIIIII SE7E IIIII IIIll+IIIIIIIIIII+ll|II IIIIIIIIII II : IIIll+IIIIIIII

S 1 2 a AadoE P IS

a = o > aR=zZEoc aOm = =7

b & & 4

H

¢

A252
R268
K272
T278
E279

<>
“-



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

EMD-4316, 6FTT

wwPDB EM Validation Summary Report

Page 19

v1er

0 €1€s

60€T

<
o)
N
&

COOPPPPPOOOOO & G000

0LEL

i

e Molecule 3: Ribosomal protein 1.4

89€T

99€X
S9€T

OO0 <

28%

70%

50%

Chain C:

084

SO & oo

0 0zt

<>

_Lay

80TM

0 TOTH
|
869
S61
680

984

COPOPO & & V00000 O
<
<
’I

1L2C1

4448

{4448

61T

66TH

96T
G611

0 0628

o m

0 1821
4

782N

¢

182

‘

S.TS

¢ v
0 €21

(kA
1LY

i

6923
892y

9921
992D

[414¢

COPOP VOO PPOO V00O o0 o

{414y

9vCA
S¥CH

LETT

COPP & GO0 VP00 90 O G O OO %00

OO POOO V00O

o <
D O
(SIS
o

6221
8¢Cl

S
0
o
<

Sved

OO POPOOOOOS
. g
2

L 2
o
<
I
H

6EEL

i

©
%)
]
~

veeL
€EEN

ETEN
ZTed

60€T

L0EN

[se]
o
(3]
o

T9eR

8G€ET
LSEV

e Molecule 4: 60S ribosomal protein L5

e s o o o 2 4 & 4

55%

19%

79%

Chain D:

3

L 2
1o
©
=1

<&
Iwrw
© ©
5 2

Q@D O COPPP PP PPPPPPP00 99000900 o oo

290

(=3
Q
I~

$
&

3
=

g
4

©O N~
M o
- =

Sed

@® GOO VP0G V0 900 oo

8zl

o o o B 4

0zd

o 4

L10

* <&

e VOO G000

© ~ o
N~ ®
o < &

eiane

STTA

<
N
—
I'""

[441i]

0TTT
60771

S0T1
7011

76N

ELW

~ 2
© ©
— —
0w 5]

6.T4

~
~
—
=

6STA

QD © S O O VPP O O VPP PPPPPPG 9 9999902990

O

R LDWIDE
PROTEIN DATA BANK

W



Page 20 wwPDB EM Validation Summary Report EMD-4316, 6FTI

SO oo SO 00O o0 o @ OO GO0 PPO VPP PPPP0OOSGO O O O o o
8 22 2

@ 90O SO0

K221
Q225
M239
K241
E249

K264
R268
R279

i

A281
K284
R293

e Molecule 5: 60S ribosomal protein L6

65%

Chain E: 62% 27% 6% 5%
PRV IIITITIITITIITITTITTCI ™S 00 0000O oSO

]
i
Q@ GO VPP PPPPPP V909999990 9909999099909

BE B --I'_

OO0 PPPP0P0O0OOOOOSGO o L 4 < 00O OO - - = 4 &
P I 5
o ]
o H

e Molecule 6: uL.30

Lo BB 4 4 & 4

¢

L2 4

0
A
—
-

D116 0

R134
L136
L149
V158
L161
K162

~
0
=
o

P118

ﬂ‘m

NN
(=]

<&
(3]
©
g
o

n
©0
—
©n

L169
V171
G173
L175
L177
N178
R179
V190
I191

V202
P221
G226

o

® > I
N N N
2] ] =]

F229
T239

S251
1253
P255
K256
K258
Q262
Y266
P279
1282
F284

63%
Chain F: 76% 20% .

COOP VPP PPPO PP PPPPG G090 & O 9090 O 9909090 ¢ > o . .  a

H 2 R = ] 2

COOPPPP G0 00 G & V90990 PCO %00 PO 0O VOO0 GO0 O G000
o o < @ S w

4
=i
OO0 & OO OO0 & o0 o ©® © SO0 000O0O0OS A aaa

¥ ey N - o - — o
© © =23 o o o o
ﬁﬂv—iﬁv—i -~ Ng N a N
gH < B =l B4 R = A

® ©
3] 0
£ £

Y161
I164
A175

E190
K214
S216

e Molecule 7: eL8

Chain G: 78% 22% .



Page 21 wwPDB EM Validation Summary Report EMD-4316, 6FTI

COOPPPPSO GO G000 O O O o o OO 00O o @ & 0000000

D@ @ OO PP PPPP P00 9909099099099 9999099099909099909009099090909%0 o o 2909099090
0 v-< 3 \-0
e s . A s <> oo P & 0000 o A A A e e e o aa
@
<

o o ] [} o ~
85 3 I~ |
= E - a =2 & 5 IS
= H =] =] =1 H o = 2] B

COOPPPPPO & VPP PPP0 & V9099099090999 99999%9%99%9%990

R103
T106
K110
A123
K125
V128
V140
E148
K151

R175
K176
M177
L184

Molecule 8: ulL6

68%
Chain H: 76% 21% -

COOPPPO PP PPPP V0P PPPPPPPPPPP 990 O 9999909999999 99999%9%%9%9%9%29%90

o Yol [} N Yol N~ [}
= E B 2 2 2 S22 2
COOPPPPO 0O G000 G0 9000 o oo L BB 4 4 e e BN o & 2

COPOP VOV PP0OOOOSGO oo OO 00 o o s o & 4 &

o
~
—
-

e Molecule 9: Ribosomal protein L10 (Predicted)

46%
. . —
Chain I: 70% 21% —

M128
R129
C134
S137
L144
V145
I161
Q162
R173
D177
Y180

0
w o
— —
£ 1=

@ & 0O & oo @ OO O & GO0 S0 oo

@ 0 o o 2 4
@ 0 & o L2 4 Lo o 4 2 & 4 <& o o o o
w0 N~ o 7o D

4 >
© ool o <
N N 32} ™ < it
g o ol S 2 3

¢

a2 2 2 d

wi71
F181

e Molecule 10: Ribosomal protein L11
51%
Chain J: 82% 16% -

weo



Page 22 wwPDB EM Validation Summary Report EMD-4316, 6FTI

Q@ © @ O GO GO VPP PPPO O V909 CO O OO 0 OO 00O o

@ SO0 PO GG & G0 O V00 O O O O 900000
5 2
: E

o © o < o w
S S

o —— s 2EBl2
= 5 = S IR E

©® GOPPO 000 O o o
- =
H

R90
E91
K96
Q110
I151

e 00000

0 @ <3 <
©

k] [ =
= o > H

e Molecule 11: elL13

56%

Chain L: 66% 30% .
PR oo o o o oo oo o00e oo * PR

o (o] N N~ o O w O O [colNe} — (3] [ee] o
o o 00O 000 & O o000 o * e oo

R71
[ |
R74
| |
S77
_
R103
N104
T107
L110
Q111
_
N113
_
Q115
R116
R121
K123
K130
P134

COPOPPPPOOOOOOO & oo
2 53l= E s &2 agpeRpely = je;

.

0
0
¢
s ¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
R190 Q
¢
¢
¢
¢
¢
¢
¢
¢

1169
E172

R186
N188

L150

e Molecule 12: Ribosomal protein L14
61%
Chain M: 78% 20% B

COPPPP 90 & G999 PPPG 9909000900000 OO PPO G0O V00000

<
~ N

Q@ DVOPPPPPPPPG G000 O O 90000 <> @  © & O O O o0

<>

IIIIO’ : .+IIIIIIIIIIIII IIIII II IIIIIIIllllr- IIIIIIIIIIIIIIIII ..IIII.+II++IIIIII IIIIII}IIIIIIIIII
Q & ..|||..
=4

e Molecule 13: Ribosomal protein L15

46%
Chain N: 78% 19% -

V25

D106 0

K71

T105
K116
L130

¢

L o 2 R 2 2 OO COPPPPP O V00 V9090900 00 & O G000 >

K47

R67
R68
essine



Page 23 wwPDB EM Validation Summary Report EMD-4316, 6FTI

<> ® & o o @ 0O & OO
ey ©

@ OO & & V0O S0 o & o

e Molecule 14: ulL13

h ® © 0O & G000

Hn

¢
¢
¢
¢
si25 @

K72
X77
G78
T80
H87
V89
L92
A102
E104
R108
H109
D124
F129

R169
L174
K179
F180
H182
T197
Q199
L1200
Y203

65%
Chain O: 75% 19% 6%

Lo 2 2 4

PO & & & O & O VOO O V9909 SO %00
N~ o N N < ©

COOP OO 9O 00 & G000 O O V90 V9999999999999 29990 2909990999990

- . lew-
— -
£ -

< oo @  © 0000 O oo OO OOSO OO

COOP 0O 000 o0 oo

L129

[}
™0
—
=

R160
K165
M175
K179
V185

@ 000000
3
=

L196

e Molecule 15: ul22
18%
Chain P: — 84% 13% .

©® VOO O O oo o &

i
' Ian

e Molecule 16: ulL14

K105

L150

54%

Chain Q: 78% 20% o
IR IR TS 000 00 oo oo ¢ cooooooe oo o oo
*oo oo G 00O 000000 F GG0OO GO G000 0000000 o

<>

_ .NI
N ™
— =
= B

R104
V105

0

=3

—
l‘ﬂ. l

R112
K115

o 0 © ©
- @ 0 o
] [ (=

R75
V95
P96



Page 24 wwPDB EM Validation Summary Report EMD-4316, 6FTI

Q@ OO VOO POO O O 9O O O 9000 o o

e Molecule 17: eLL19

39%
Chain R: 76% 19% 5%

L 2 4 ® & < & <&
- < = = - = 12}
L & 4 OOOI

~
o
-
"

R143
K144
F152
Y186
K187

e & o ° @ & <& < <&
[} N+Oﬁ o ™ -~ w (o)

©® © OO0 PP0P9000O 9000 o0

Vid
A35
Q39
L4a

o o
Sy N
o X
< o -~
Ol j—c 3
>~ = =~

L106
Y109
K113
1115

< &

PO 9090900900900 O 9090000000

Q178

e Molecule 18: el.20

69%
. .. —
Chain S: 77% 18% -

COOOO SO0 COOPOPOPOPOOOSO 000 o0 o SO0 & PO SO 00000000 o
) ~ @ o) ~ o m <

OO 0O G0 SO 900 o0 PO GOOO 900 O O O V909090900000

COOPPPPO 9000000 OOSGO oo

M127
K128
V129
1132

> Ao 4

L1569 0

R157

e Molecule 19: el.21

67%
Chain T: 77% 21% .

L e
© I~ 0
PO & 90O V00000 oo PO GOOPO 900 G090 990 9090909090990 9%0%09090

©
—
—
=

V109

PO VOV PPPPPPPPPO0POOGO 900000
o
b2

e Molecule 20: elL22

Q131
R142
N144
K146
E157
M159



Page 25 wwPDB EM Validation Summary Report EMD-4316, 6FTI

46%
Chain U: 80% 17% -

COP OO & 9O G O G VO VO VPOV 999 Y 999990 > 29990

o o ~
0 0 0 0
53 > =

oo - o oo
© o SEl ol
g 83@: =8 =
e Molecule 21: ulL14
40%
Chain V: 79% 20% .
P TI I TIHTTITITITTIXS PR PR

> B
<& > COOO & & 0O O O o0 o
~ ©

h <
l--ﬁ“
£

e Molecule 22: Ribosomal protein L24

37%

. T —
Chain W: 81% 17% "
o o o *® & 00 © o oo oo o00e oo
e Molecule 23: ul23

34%

. .
Chain X: 74% 24% .
PRRTTRS - o o POPTIEITIE IS *

©
gm -3 B 23 M3
9 &3 (S = =22 =

I I OO & O o0

-

o
md g
=l

L127
R129
D131
R139
N151

e Molecule 24: Ribosomal protein 126

31%
. T —
Chain Y: 83% 13% .

& 4 < & PO & O & O O oo SO 0
B = [=]-4 =} ~ B wn - -

@ © 0O & G O VO O OO %000

WO RLDWIDE

R115
R126

PROTEIN DATA BANK



Page 26 wwPDB EM Validation Summary Report EMD-4316, 6FTI

e Molecule 25: 60S ribosomal protein L27

50%
. T ———————

Chain Z: 73% 24% -

e 000 G000 o o o

<> > & <
© o O wn N~ o0
®* < COOPPP & GO G000 00 00 O o0 o OO 000000

+ 0 © 0o <+ o o 3]
~N~N~ O~ ~ o] o O o
== > == o A A 54

e Molecule 26: uL15

129
R51

49%
Chain a: 77% 19% -

* oo L 4 o & PO CGOPPO & G VO G GO 9O 900 G900
o < EEN 0 o W I (o= oo [ w0 ©
& 2o 2 HBE 2 8 23 2 & 5B

Q@ COPPPPPPPPPPPO 900 990909090 90909090 o o @ S0

- o ~ ] 3 <
a 9 Y - -
< X < o~ =

e Molecule 27: 60S ribosomal protein 1.29

59%

K47

V88
K116
Q120
P121
V140

Chain b: 84% 12% .
o 000 o 0000000 O SO0O0O SO & & ® O 000000000000
PO

e Molecule 28: eLL30
66%
Chain c: 77% 21% .

@ OO VPP P0PGO & ¢ oo PO COPPPO G000 90 V0900 909090 S0
= O >

SO SO e s s S S 2 2 A - X

— Nl W ~ 3] 0 © [}
@ 0 * () o a o =3
a3 o x =] < H a

e Molecule 29: elL31
31%
Chain d: 73% 24% .

T34
M37
N77
N78




Page 27 wwPDB EM Validation Summary Report EMD-4316, 6FTI

SO O 00 O o o

© © o
1 Il (L e [
P = 5 £

T22
P43
R85
V86
S89
R90

<& <& <&
Ie- g-gl I l“?’lgl .g I
=) & B a £ =

& 0000000 o oo
-I -.
= EI =
e Molecule 30: eL.32
61%
Chain e: *— — —

OO0 oO o

L 2

COPP 0000090909000 00000
— N

@ SO 00O oo

e Molecule 31: eL33

H23
M55
P56

< & o0 < <

> OO0 P0PP0O0O0OOOOG o
g &
< =

@ 0O oo <>

N M
o o
= -
==

71%
Chain f: 59% 34% 7%

A100

~ ~
o N
= -
= <

o
)
=

K93

3¢}
pt
-
o

COOOOS> SO0 o b o o g o 4 4 2 4 O & SO OO oo

< o ©
N 0 )

> e ® 00 o COOPP & V0P V00000000

o
- S8 ] -
© o oo - pa)
1] - o= = H

e Molecule 32: elL34

T25

W71
G72
N80

47%

Chain g: 75% 20% .
- - 000000 o oo

@ S & O oo PO & P00 PP0P00P090000O0O0O000

e Molecule 33: ul29
39%
Chain h: 81% 15% .

o
©
X

L11
G47

<
=
=

T15

-
P61
M65
L67

)
=
—
x

V74
Q100

COPOPP & 0O 0 O o0 o o <> SO O & O 0O oo

® <
- -Q'.-‘-.Hco
© - I N+
<< £ — =

T37
G38

40
¢
¢

154

|

V60

T4

165
kes

E67



Page 28 wwPDB EM Validation Summary Report EMD-4316, 6FTI

COOPPPO G900 O0SG & & O G000

<l‘
~ © o
[} <) =
= = =

e Molecule 34: 60S ribosomal protein L36
60%
.. I
Chain i: 85% 15%

R117
Y119
K122

2 2 2 2B 2 COPOPPO & V00O & oo @ VOO PPO V090000 O o oo

o
<
=

@ & OO A . o

[se]
© N~ @ =3
0 o © =
Mo = £

e Molecule 35: Ribosomal protein L37
10%
Chain j: 70% 22% 8%

® oo Y ~ o
N M = — N N o N
o = = ~ Ed > =

e Molecule 36: eL38

L 4

L 4 o < @ &> < <&

IIIIII}“IIo IIIIIII'D ..|||..lo y IIIIIIIII“+||||||||o II EE ..|||..(n II‘* : ..|IIIIIII
5 < [T ] = [ K0 0 ©
[ ~ ~ = - /o ~ S

54%

T33

Chain k: 72% 25% -
PIIIIIIITTTIITIZS o o - * COOOO 0O S 00O SO O
— NI oo — N~ [} < 0 (32} N~ w © (2]
-
o
g
e Molecule 37: eL39
129%
Chain 1: 70% 30%
DS PR -
e Molecule 38: eLL40
60%
Chain m: 75% 19% 6%

A e . e o ©® SO0 O & 0O O oo
= = ;X O A -4

e Molecule 39: 60s ribosomal protein 141

178
E79
R106



Page 29 wwPDB EM Validation Summary Report EMD-4316, 6FTI

17%
. I
Chain n: 83% 13% .

o o - *
* 8 ey
e Molecule 40: elL42

41%
. e |
Chain o: 2% 22% 5% »

<> L & 4 @ SO & 0O GO0

[ [}
© 0

K17

OO 0O 0000 o

e Molecule 41: Ribosomal protein L37a

43%

Chain p: 82% 15% .+
oo oo > o o oo * 00000 00 G000
© I~ < <+ <
o000

e Molecule 42: elL28
59%
Chain r: 57% 32% 10%

e SO0 oo

SO OO L a2 2 2 2 2 @ & 00000
[Tel o
OO 0 & & 00000 o

0 & 6 0 o o o o
g g ERENE & a'l'l' a

N41
R46

~
N4
4

T48

-
N
—
o

e Molecule 43: 60S acidic ribosomal protein PO
87%
Chain s: 84% 15% ..

COOPP 90 G000 PPPPPPPPPPPGO & 00 O 290 99090 900 OO OOOOOOO

o < o
vl T} ©
B3 - =

K10
L69
E70

<
—
[

K38



Page 30 wwPDB EM Validation Summary Report EMD-4316, 6FTI

COOPPPPPPP 90 9900900909909 99990909090990909099999995999999999999%9%9%9%990

OO P90 P00 0 P00 0 9900009090909 9099090909909 909909090999090999099990909999%9%9%99%90 0

© N~ © ) ©
o o ~ <t S S o o — 3]
~ o~ ~ o P R R — —
= a X a < > A< = =

aQ v © @ < < © o I —
< & < < o ~ ~ © © >
2 s 2 = = 5 = = Sl
e e e s

o w

S o

SRS

= A

e Molecule 44: Ribosomal protein .12
94%
Chain t: 70% 27% .

OOV PP PP P00 0PPPP0P0P 0900009099099 909090909909999999999999299%9%99%9%9%9%9%99%9 90
o < © 0 o o0 - N ™M o O © o oo
OO0 P00 P0 9000000090990 909090P09099990909909099999999999999% 299990

<l‘
w0 D < v ~ v-1
=) © 2 o o S —
= A x o = (=] ~

. B A S A e R s A A e A

526

R67
T105
1109

1 -] — o o = A o A o O A
e Molecule 45: p-Site tRNA
5%
3 lll. I
Chain q: 57% 33% 11%

¢
¢

G39
Cc40

<
llcﬂ ™ o —m
o oo
(TR B <

e Molecule 46: 28S rRNA

18%
. [— I
Chain u: 44% 39% 14% -

o o< L o o w0 o o Mo ~ oM ® 0 © © o Il ® w o — N o
— «® 0 © [ 3] = oo 5] [ M M 2] < < & [TolTe] 0 0 0 0 238 © NN
o o < O o< = T O < oo == < < < =} (L) o< o< o< < O 0=

A42
|
v47
G53
Us4
Us5
C56
a7
A58
A5
A60
C61
C62
|
G65
Cc66
G67
|
Cc72
|
C75
B

E |

i

AT76
C80

G164
A165

A101
G102
G104
A105
A106
G107
G109
C110
C111
C112
A113
G114
C117
A121
G127
C129
G135
C136
C143
G144
G145
G146
C148
A149
G156
G160
G161

U187
G189
G190
G192
C196
A198
G199
G207
A208
G213
G214
C215
G226
A227



EMD-4316, 6FTI

wwPDB EM Validation Summary Report

Page 31

%0€0
£0€0
2080 [ssev |
108D 788Y
 ooev i
6620 9.8V
8629 Ii.mmv
1620
9627 q
362y
ey
oLen
1820 69D
89€D
==
320 %90
] £98Y
0829 | eogv
612V 19D
|
18en
93D
|
¢ £gey
[
¢ 19€D
clan 0S€D
| | 6vEY
692 e
IC T
¢ Lo [ |
¢ 0%€0
|
¢ 180
0 9eey
29z seey
] yeey
6929 geen
8529 4
9529 OEED
sszo | eeev
e 8zey
€529
2320
s =
0520
6wz ¢
8520
129 128N
| even | ozed
0 [eiZ240] mﬁm«
mms oteN
) a1eD
] |
aezv ot€n
0 60€0
| sogn
LOEY
0g2n 908V

087D

S9¥D

0 £9%Y

€5%D

677D
877D

9v¥d

LEVD

Yevy
TEVN
€YD
0EYD
mm¢<
vevn
€C¥D
wao
€T¥D
(4574
(544
607D

66€D

L8ED

TLOTD

8990 890TH

L99Y
999D
€999

OO0 OoOS

OO GO0 PPPP0PPP0PP0P0 9009009000000 00

COPP VO SGOPGO 00 OO0 SO0

S16V

S.160

ot
—
o
I:D

216D

o s 2 2 2R 2 4

- o © -
w o v -~
NN N~ o
(LIS (3] =]

8¥.LD

YLD

LELD

86TT1D
LBTTD
96TT1D
S6TTD

COOPP @& VOP VOPP V9909099909090 990909099909%9%99%9%0%9090

€6T1D
[4:1a%)

T6TTO
06T1D

68TTD

&> oo

L8TTD

TLITD

860TD

060TD

98010
S80TD

€80T0

S02TH

TSETD
0S€TD

SYETV
YvETD

0%€TD
6EETN
8EETD
LEETY
9€ETD

0EETV

CTETY

ETETD

60€TD
80€TD

Y0€TD

S62T0
v6TTY
£6219
26210

0 1621D
06219
68210
88219
18219
98210
$821T0

VLTIV
0 €LTTD

L0%1D

S0%1D

70710

T0%1D
00%TH

o o o R R 2 4 2 2 24 4

LBETY

¥6€1D

88ETY
L8ETY
98ETD
S8ETD
¥8ETD

9LETD
SLETD

<>

89€TY

s a d

y9eINn

T9ETH
09€TH
6SETD

Iii<‘><‘><‘><‘>

€GETD
CSETD

9SV1D

vSv10

OO V0O 0O oo

TEVTO

0EVTID

i

8¢vIN

STV
44425

(4445
12710
(444

8I¥1D
LIV1D

LSSTD

7SSTV
€GSTV

TSST0
0S8STD
6%STD

LYSTY

ST
0%S1D
6€STD

veSTY
€ESTY

STSTY
vCsTY
€CSTY

8ISTV

91STD

¢

LOSTD
90STD

70STD

0 T0STD
00STY

L6VTY

68%1D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-4316, 6FTI

wwPDB EM Validation Summary Report

@ GO0 P0P00OSO oo

Page 32

8991V

99910
S991D
79910

F

09910

¥9919D

8%91D

¥¥91D
EVOTV

T¥91D

6€9TN
8E9TY
LEITY

SEITD

TE9TY
0€9TV

S291D
745

6191

91910
ST9TD

2091Nn

96STN

26STD

L

983T1D
§8STD
831D

COPPPOPSO 000000

28STN

08STD
6LSTD
8.STNn
LLSTD

0 T9LTD
0 091D

¢

€39.L1D

TSLTV
0S.L1D

VLIV
SPLID
wvLin
EVLTY
YLV

¢

+

9ELTY
SELTN
veL1d
E€ELTD
CELTD

92,10

€CLTY

0TL1D
6TLTY

8691D

06910

889TD

€890
2891V

3

8.910

9.910

€970

0L9TD

¢

6€8TN
8E8TYV

€€8TD
TEBTD

0€8TD

8¢81D
12810
928T1H
STV
€28T1H

12810
0Z81D

T181D

L08TD

9081
S08TV

+

z8.L10

08LTV

TLLTO

89410
L9LTV

¥9.1D

0 1€6TD
0£6T0
6261V
82610

92610
0 SZ6TH

o=
€C6TY
261D

i
COPOPPPPPPOPOO0O0O0OOOOS

0Z61D
0 61619

816TN

€T6TD

11610

L

061D

868TD
L68TY

681D

68810

F

S88TH
881N

6,810
0 8.819

V.81V

TL8TD

698TD

L1981V

96810

¥468TD

981D

F

0%8TD

T002D

6661V

16670
96610
S661D

€661D
26610

886T1D

9861TN
S86TD

286T1D

086TN
6L6TY

L1610
9.61D

v.L610

>

S961D
7961V

L 2 4

SS6TD

CS6T1D

8¥61D

i
A e . . A A a

961D

[474:144

€E6TD
CEBTY

¢

99020

N@“ﬂo
65020
85029
LS02Y

S§502D
75020

S€02D
v€0Cd

81020

$S0029

v00zn

200gy

L

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
4
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

= o
o O
o o
[}
o o

i

6,029

L1020
902D

€.020

i
<‘><><‘N‘>ii[‘><><.>

1,02V
0 0.0z

6902V

zreen
TrE2D

S0€2Nn

€0€2D

20€Td

6622

L622D

$622D
622D

06220
68220

[4:144 4

0 29z2n

¢

0 592D

¢
€9zeV

V==

0 19229

==l

0 692D

¢
¢
¢

0 §9220

oE=2R
€gcey
(4514 43)

0822D

8¥ced
L%22D

Eizeaa)

T€120

60ven
80¥2n
L0%2d

66€TD
86€£2Nn

T8ETY

LLETD
9.LeTV

TLe20
0LETY

89€TY
Logey

79€2d
€9€TY

09gey
65€en

8%€CH

LYETY

S¥eTd

TveTy

8EETD

9€ETD
GEETD

€EETD
TEETY
TEETD

8CETH

§2ETD
veeed
€TETD
cTETD

L1€2D
91€Td
GT€ETD

g8%en

28%2¢d
18%2H

8.%20
LLYTY

e & SO0

99%2H
S9%20
¥oved
£9%2H
29%2d

65%2H

i

LS%2D

0S¥%2H

Lvven
9%¥2d

15474
ovven

§25/4)

[4%5741
TEVCY

o oo

8Ty
PX4743

seven
4444

L1%CY

09920
6552
8992D

¢
¢
¢
¢
¢

€892V

a4

[4714)

0%52d

9€STY

¥€92d
€€92D

ogsen

F

9zsed
Sesen
¥esen

0Zsed

8192
A4

ST92H
192D
€192V
cr9ey

L0sev

%0520
€052

66%2D
86%2D
L6%2D
96%2D

veven
€6%2D

<‘><I>Iii<l>

68520

1892V
98929

€892

182D

s.scn

0Ls2n
69529

1

19929
99529

il

0 %9529

¢

STLTO

86929

9692V

769¢H
€692

68920

0 18920
98929

£892D
28929

6.92D

9.9TV

v.L92v
€L92H
2L920
1,920

69920

9992n

%992H
€992

6592V

%5920
£5920

LY9TV
97920
S%92H

3

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-4316, 6FTI

wwPDB EM Validation Summary Report

Page 33

26.2D

06,20
68.L2Y

8.2V

€8.LTV

6..20

S.L.20

¥.LL2D
€LLTD

TLLTD

8ELTO

veLen

T€L20

0gLzn
62.L20

122D

|

0 se.LTy
0 TLTd

i

2cTLTd
119k43)
02.LZd

)

682D
968TH

06820
6882D

£882D
2882V

21820
1,82V

69820

798¢V

§G682H

L%82D

v¥82Y

2%82H

6€82Nn
8€8CH

S€8CY

1€82D

682N
82820

Sc8Ty
%28ed

81820
L1820
9182D

L082Y

00829

96.2D
S6.L2Y

&> oo

@ OO VPP P09090000000

Sv9en
vvoen

Twoen

SE9EV

0E9EY

8T9€D

2¢19€d

909€N

T09€D
009€D

96SEV
g69€eN

T6S€0
06S€D

18S€D
9859€D

veLey

V1.LED

CTLEY
TTLEV

L0.en
90.L€0
S0LED

2T0LEY

869€D
169€Nn
969€0

T69EY
T169€D
069€N
689€D

L89EY

S89€0

T89EY

SL9€D
7.L9€D

v18eN
€18V
CT8ED

0T8€D

L08EV

co8en

66.LEV
86.LEN

C8LED

08LED

8L.LEN

9LLED

VLLEY
€LLEN

oLLen
69.€0

99.LEV
99.L€D
v9.Len

09.LEY
6SLEY

9G.LEV

TGLED

LELEV

S06EY

E06EY

168€D
968€D

268€N
168€Y

688€D
888€D
188€D
988€D

£88€N
0 T88€0

6.8€D
8.8€D
LLBEY
9L8EV

0.48€D

¢

898€D
L98EV

798€D

T98EY
T98€Y
098EY

858€D

isicion)

[47451°0)

o¥8en
6€8ED
8E8EN

v€8€d

Tesen

ceeen

LI8EY
9T8EY

o 4

Lo 2 4 e e e e AR 2

060%D
680%D

980%D
S80VY

£8070

0 TETHO

TETHD
0 0ETHD
621%D

CLO%D

976€D

F

[}
T¥6€ED

COP GO0 SO0

6E6ED

LEBED
€E6ED
Lgeen

926€D
SgeeEN

£T6EY

6T6€D
8T6€D
LT6EY
9T6€D
sT6EN
v16€En

zreen

LO6ED
906V

YaT%d
€9T%D
141574

8¥T¥D
Ly19D

L

570

(44570

(a5
B6ETHD
8ET¥D

LETHD
9ETHD

-

YETTD

622N
82T

STTYD

€2¢Th0
(44470

(4474

99T¥D
S9T¥0

0 €979
0 [4157]
19199
09T%D
6STHD
8STHD

E

€92%D
[4°T474)
T92%D
092¥%N
6S2¥0
85C¥D

SSTYY
¥5¢vd

12:t44
(1470

LYTYD
EiZ470]

(x40

8€TYD

o

86EVD

96ETVY

06EVY

L9EVD

79EVD

09€7N

98EFD

8EEVD

o0

9EETY
SEETD

EEEVD
CTEEVD

0EETVD
6CEVD

LTEVD
9CZEYD
STEVY

eV
0zeYd
6TEVD

LIEDY

SLYvD

€9%7Nn
29%%0
T9%%0

85%¥D

(o770}

Ridae)

ovvvn
474711

6E77N
8EYvN

Sevvn

(4444
1347474
(747471
(157471

LI%%D
91%¥D

[as4
TT99D

60%%0
80%¥7D

S0P

00%%D

LSSPN

SSSvN

0GS¥D
6%S¥D

|

E€¥SYD

8ESYD
LESYO

SESHY

TESYN
0€S7N

9Tsvn

STSY0

T2svn
[4170)
61570

91G6%D

EISHY

80S¥0

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-4316, 6FTI

wwPDB EM Validation Summary Report

Page 34

-

8vovy
LY9%D
9v9vn
S%9%0
¢¢m¢u
7970
owﬂwo
LE9%D
9€9%N
SE9TY
¢m“¢:
ﬁmmwu
mwmwu
wﬁmwu
ST9%0
wﬁmwu
wo“wu
967D
mewu

16570

0657V

L8S¥D

7837V

L

08s7N
6.57N

0 BL5Y0
0 €L5%D

0.LS%D

L9G%D

Y9svV

29S¥0
T9S%D
095%0

8557N

0¥.L¥D

8€LYD

9EL¥D
SELYD
YELYY
€ELYD

289%N
T89%V

L.9%0

CTLOYY

0L9%D

L99%D

S99%V
kil

299%0

L

L5970

68870

Ly670

0 SY6%D

Tv6¥D
6€670
8E6TY

¢

:
[ze ¢
¢
¢
¢
¢

0 9€6%D

SE67D
ve6vV

92670

¥26%0

€267

12670

o
I
)
e
O

616%D

LT6%0
9T6¥D

716%0

0T6%D
6067V

S06%0

COOPPPPOSO & GO 900000000

268y
687D

€T0SD

60099
80080
L00SV

200sn
T00SN
00059

86670

96670

Te6vn
06670

88670

i

¥86¥%D

8L6%D
LLETY
9,670

-

X
o
R
—
m
129050
¢ 90 Z, <
‘-
(e}
—
69090 <
8505V g
| 15080 o
9508V %
| 9509 )
0 $309D —
£50an —
25050 n
15090 0
09080 o
67099 3
mews <
L7090 )
=
) >
< o
62090 o .=
8E0SY M <
} ®
° @)

S60

oo
~
o

|
19D
99D
[ee
790
€90

ey
€40
[4=h)

129

9TV

1Y

0 ozTn

811D
LTTD

(43918

6010

901D

0 S0TD

5.8S ribosomal RNA

e Molecule 48

9%

12%

v-1-<l‘ln o
~ON N @D
< =3 <

46%

42%

Chain w

180

690
89D

o < [
© ©
I=N=]

099
63V
89D

95D

o oo

750
€90
sy
Tsn

o
0
(3]

ven

751D

0S70

€VID

€z
[2q%)
145

6110
8110
L1170

STID
Y110

0 1110
0 1370}

6010

901D
S0TD

1010

66N

S6V

€60

88V
18D

0 980
0 »8Y

0 SSTD

transport protein Sec61 subunit alpha isoform 1

n

Prote

e Molecule 49

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-4316, 6FTI

8%

31%

wwPDB EM Validation Summary Report

57%

5%

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W

92%

7%
Chain x: —
oo & o

L 2

Page 35

)
or—
o
=
o]
ja)
n
b}
@ ¢
s
RS ¢
¢ 992d 1984 n
8t5T w LAY
. =&
9%%9 = ¢
- Wd 0 895Y
S ¢
= = ¢
)
o0 ) 0
| 8aTv o =
LSTA ey 3 . = ¢
9914 1874 ~ EN &)
SSTT izl 9€¥a N = ¢ vy
B | sevy & °
€q11 Ul L ver1 g 2, ¢
oved €A & |
8EZN m Lalw _ 0 ovav
TEVT o)
| Lged 087V o0 Q e 683V
| 6T R R o 8ESY
8271 = = = LESY
| = = o 9€SY
Elag) 0 Q0 O | aesy
| = = ) vESY
TZhY n 2 <3 £y
| — ¢ — 0
81vd
Tt 8 ¢ RS S ¢
b5} b5} o =19) 0
€ETH 9TvA 0p) 79I N M i
e Q1Y i 3
e X k= LIS s g ¢
0ETA © o0sd | = 2
] | 80%s 5 B B a, ¢
L2Th AT b < 8SH b n ¢
i - = | : : !
¥TIL
1 €079 + ¢ + LM. ¢
1ZIH zovd o o = 0
[ | LOTH w mmu w 8gH e
8111 | ooma o = !
L 66N = 8t = _ ¢
[} LYW ) 0
91T = = g8d
STTV 96€d + ME. = sed hC
| g= g e esn = ¢
¢ e M 2 ¢ g E @S
z6EN [} LEY [} el A ¢
¢ [] Tovd = Sor = 081
¢ sges 09vT A~ ] A~ o 69%Y
: o Lo e s B O 2 g
6LEM g Yo
1 Cee v AR D 3 ]
¢ 1811 e 95vh o © 1 © SLA 0 6771
S ooz, bt E 3 25
omem o SR PR R R S - =
€571 110 9%hd
s61 o110 susv ws © S G- i
| ¢ st L zed T87A S &S €10 = < ¢ = ~ < oA
880 7T 1268 0s7Y = — = [ e TR —
188 €LTA [ | G e ) O ) O 89A ® — O

7%

e Molecule 53: TMEM258
Chain 2: —



EMD-4316, 6FTI

wwPDB EM Validation Summary Report

Page 36

e Molecule 54: Oligosaccharyltransferase complex subunit OSTC

—
5%

23%

72%

5%

Chain 3: -

ompe

€ETA

6211

1

[4q %}

61T
8114

¢

STT1
295
€TTd

0TTd

1

COTI

0 661

961

64

264
16S

984

Ll

19D

S94

] SR oo o oy
< < 0 O 0 ©
1= (=] = A = =

*

e Molecule 55: Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 4

—
<
-
=

LETA

24%

76%

Chain 4:

3

SCA

{44\
121

811

711

CIN

61

LT

e Molecule 56: Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit

STT3A

9%

36%

51%

10%

Chain 5:

o oo

LOTH

VO0TH
€071

I

661

S6L

E£6IW

6LT1

LLTT
9LTH

A%

TLIY
LTI
0LTD

89TN
191a
991X

¥91D

0974

8GTI

OO V009000000 o

9624
S¢S
¥se1

8¥CL

S%20

LBEW

S6EL
06€I
L8€1
08€s

6.Led
8LED

9.LEX

v.L€D

191
99€1
S9eb

£€9ea
29ed

88€S
LGEM

G§GEL

v9ed

CSEH

9%€1

eLvd
TLYL
TLYK
0L%L

89%1
L9%4

€9%A

(/4728

O

R LDWIDE
PROTEIN DATA BANK

W



Page 37 wwPDB EM Validation Summary Report

EMD-4316, 6FTI

SO 000 >

H474
T476
1488
V489
F502
D503
D504
E507
K521
V522
M523
w525
W526
Y528
Y530
Q531

e Molecule 57: DADI1
5%
Chain 6: - 81% 7% -

<& <>

& & @

III..<> : ..|||ll+|||..ln IIII‘* gemET IIIIIIIIIIIIIIIIIIIIIIIIIIII
SN © 0R® D o
(3] < o R

X110

11%

e Molecule 58: OST48
Chain 7: - 100%

<

i

e Molecule 59: RPN1

Chain &: - 96%

< & &

HHHE

e Molecule 60: Unidentified TM

X600
X624
X628

Chain 0: 88%

oo
N N
> >

X24

12%

e Molecule 61: alpha-D-mannopyranose-(1-2)-alpha-D-mannopyranose-(1-2)-alpha-D-mannopyra
nose-(1-3)-[alpha-D-mannopyranose-(1-3)-alpha-D-mannopyranose-(1-6)|beta-D-mannopyranose-(
1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranos

e
25%
. |
Chain K: 25% 75%
o o
M W O~ 0
S5Z2 35 3
m=E= == =

WO RLDWIDE

er

PROTEIN DATA BANK



Page 38

wwPDB EM Validation Summary Report

EMD-4316, 6FT1

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 188900 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) 28 Depositor
Minimum defocus (nm) Not provided
Maximum defocus (nm) Not provided
Magnification Not provided
Image detector FEI FALCON IIT (4k x 4k) Depositor
Maximum map value 0.373 Depositor
Minimum map value -0.224 Depositor
Average map value 0.000 Depositor
Map value standard deviation 0.009 Depositor
Recommended contour level 0.04 Depositor
Map size (A) 596.2, 596.2, 596.2 wwPDB
Map dimensions 500, 500, 500 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.1924, 1.1924, 1.1924 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

NAG, MAN, 9UB, BMA, MG

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 | py/q7 #|Z| >5 RMSZ 47| >5
1 A 0.63 3/1906 (0.2%) 0.92 2/2556 (0.1%)
2 B 0.53 0/3216 0.93 13/4311 (0.3%)
3 C 0.56 2/2938 (0.1%) 0.96 3/3946 (0.1%)
4 D 0.48 0/2432 0.86 0/3257
5 E 0.65 3/1936 (0.2%) 1.00 7/2600 (0.3%)
6 F 0.51 0/1905 0.87 0/2539
7 G 0.54 0/1967 0.94 2/2647 (0.1%)
8 H 052 | 1/1535 (0.1%) | 0.82 2/2063 (0.1%)
9 I 0.56 1/1693 (0.1%) 0.87 3/2260 (0.1%)
10 J 0.48 0/1376 0.85 0/1841
11 L 055 | 1/1734 (0.1%) | 0.92 1/2317 (0.0%)
12 M 0.49 0/1158 0.94 1/1547 (0.1%)
13 N 0.58 1/1746 (0.1%) 0.96 3/2338 (0.1%)
14 0) 0.54 0/1671 0.95 3/2234 (0.1%)
15 p 0.59 3/1268 (0.2%) 0.91 4/1701 (0.2%)
16 Q 0.54 0/1530 0.89 0/2041
17 R 058 | 2/1524 (0.1%) | 0.95 2/2013 (0.1%)
18 S 0.52 0/1493 0.95 2/2002 (0.1%)
19 T 0.55 1/1326 (0.1%) 0.84 1/1770 (0.1%)
20 U 0.52 1/822 (0.1%) 0.77 0/1103
21 \Y% 0.55 0/993 0.88 1/1332 (0.1%)
22 W 0.58 0/541 0.94 2/720 (0.3%)
23 X 0.55 1/993 (0.1%) 0.90 0/1334
24 Y 0.48 0/1132 0.91 1/1504 (0.1%)
25 Z 0.51 0/1130 0.90 3/1507 (0.2%)
26 a 0.52 0/1191 0.97 4/1590 (0.3%)
27 b 0.57 1/619 (0.2%) 0.96 1/818 (0.1%)
28 c 0.49 0/742 0.93 0/996
29 d 0.51 0/903 0.87 0/1216
30 e 0.62 1/1071 (0.1%) 0.98 1/1429 (0.1%)
31 f 0.70 3/895 (0.3%) 1.02 7/1198 (0.6%)
32 g 0.55 1/916 (0.1%) 0.89 1/1220 (0.1%)

EMD-4316, 6FT1
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
33 h 0.49 0/1021 0.93 1/1348 (0.1%)
34 i 0.57 1/841 (0.1%) 0.94 2/1112 (0.2%)
35 j 0.61 0/720 1.03 1/952 (0.1%)
36 k 0.55 0/575 0.90 1/761 (0.1%)
37 1 0.67 0/454 0.92 0/599
38 m 0.51 0/435 0.90 0/575
39 n 0.55 0/223 0.88 0/284
40 0 0.52 0/864 0.86 0/1140
41 p 0.57 0/718 0.94 1/953 (0.1%)
42 r 0.62 2/1110 (0.2%) 0.98 2/1484 (0.1%)
43 s 0.59 0/1547 0.81 3/2088 (0.1%)
44 t 0.64 0/1257 0.97 3/1697 (0.2%)
45 q 0.38 0/1805 0.79 3/2809 (0.1%)
46 u 0.44 7/87790 (0.0%) 0.90 | 299/136937 (0.2%)
47 v 0.38 0/2858 0.77 1/4455 (0.0%)
48 W 0.40 0/3701 0.82 3/5766 (0.1%)
49 X 0.52 0/3383 0.97 10/4584 (0.2%)
50 y 0.47 0/504 0.93 0/673
51 z 0.53 0/236 1.50 5/321 (1.6%)
52 1 0.39 0/889 0.70 0/1237
53 2 0.54 0/298 0.88 0/414
54 3 0.53 0/815 1.16 10/1107 (0.9%)
55 4 0.43 0/273 0.68 0/371
56 5 0.79 4/5224 (0.1%) 1.11 28/7093 (0.4%)
All All 0.50 | 40/163843 (0.0%) | 0.91 | 443/240710 (0.2%)

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
1 A 0 1
2 B 0 4
3 C 0 2
4 D 0 1
5 E 0 1
7 G 0 1
9 | 0 2

11 L 0 3
17 R 0 1
18 S 0 2

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

Mol | Chain | #Chirality outliers | #Planarity outliers
19 T 0 1
20 U 0 1
24 Y 0 1
31 f 0 1
42 r 0 2
46 u 0 1
49 X 0 2
53 2 0 1
54 3 0 2
56 5 0 6
o7 6 0 5
All All 0 41

The worst 5 of 40 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
56 5 545 | ASN C-N | -29.86 0.91 1.33
56 5 550 | THR C-N | -28.48 0.96 1.34
46 u 680 G 03-P | -26.91 1.20 1.61
46 u 692 A 03-P | 26.39 2.00 1.61
46 u 1965 G 03-P | -18.43 1.33 1.61

The worst 5 of 443 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
56 ) 545 | ASN CA-C-N | -22.03 79.46 121.54
56 ) 545 | ASN C-N-CA | -22.03 79.46 121.54
56 5 545 | ASN O-C-N 20.78 146.47 122.79
46 u 680 G 03’-P-05" | 18.20 131.31 104.00
56 5) 550 | THR O-C-N -14.67 106.25 122.09

There are no chirality outliers.
5 of 41 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 A 196 | TRP | Peptide
2 B 17 | LEU | Peptide
2 B 257 | TRP | Peptide
2 B 258 | HIS | Peptide
2 B 351 | LEU | Peptide
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5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 1868 0 1959 31 0
2 B 3148 0 3267 63 0
3 C 2884 0 3062 46 0
4 D 2386 0 2419 34 0
) E 1898 0 2035 93 0
6 F 1870 0 1994 27 0
7 G 1934 0 2087 31 0
8 H 1516 0 1597 18 0
9 I 1655 0 1704 42 0

10 J 1353 0 1386 11 0
11 L 1703 0 1820 27 0
12 M 1137 0 1211 18 0
13 N 1701 0 1749 20 0
14 O 1638 0 1777 31 0
15 P 1242 0 1269 13 0
16 Q 1506 0 1623 17 0
17 R 1508 0 1664 23 0
18 S 1454 0 1496 15 0
19 T 1298 0 1366 11 0
20 U 808 0 831 7 0
21 A% 979 0 1039 5 0
22 W 528 0 041 5 0
23 X 976 0 1052 37 0
24 Y 1115 0 1205 8 0
25 Z 1107 0 1182 16 0
26 a 1162 0 1209 19 0
27 b 609 0 650 5 0
28 c 732 0 769 7 0
29 d 888 0 930 9 0
30 e 1053 0 1147 29 0
31 f 876 0 912 19 0
32 g 906 0 999 12 0
33 h 1013 0 1147 18 0
34 i 830 0 916 4 0
35 ] 705 0 738 16 0
36 k 569 0 637 6 0
37 1 444 0 481 8 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
38 m 429 0 466 9 0
39 n 222 0 264 1 0
40 0 851 0 921 13 0
41 p 708 0 756 7 0
42 r 1094 0 1168 125 0
43 s 1523 0 1577 27 0
44 t 1238 0 1295 10 0
45 q 1616 0 824 17 0
46 u 78486 0 39663 1546 0
47 % 2558 0 1296 27 0
48 w 3314 0 1683 o7 0
49 X 3313 0 3434 333 0
50 y 494 0 027 19 0
51 zZ 229 0 245 65 0
52 1 885 0 899 42 0
93 2 300 0 298 11 0
o4 3 802 0 705 52 0
95 4 268 0 285 6 0
o6 D 5090 0 4915 424 0
o7 6 485 0 104 3 0
o8 7 125 0 27 0 0
59 8 400 0 86 2 0
60 0 120 0 26 2 0
61 K 94 0 79 0 0
62 B 1 0 0 0 0
62 C 1 0 0 0 0
62 I 1 0 0 0 0
62 P 1 0 0 0 0
62 \% 1 0 0 0 0
62 o 1 0 0 0 0
62 u 146 0 0 0 0
62 v > 0 0 0 0
62 w 2 0 0 0 0
63 g 1 0 0 0 0
63 ] 1 0 0 0 0
63 m 1 0 0 1 0
63 0 1 0 0 2 0
63 p 1 0 0 0 0
64 D 43 0 0 24 0
All All 153850 0 113413 3188 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 12.

WO RLDWIDE
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The worst 5 of 3188 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)
49:x:176:GLY:HA3 | 49:x:457:TYR:CE1 1.22 1.64
49:x:157:VAL:CG1 51:2:80:PHE:CD2 1.76 1.62
49:x:157:VAL:CB 51:2:80:PHE:CE2 1.75 1.62
49:x:181:LEU:HD11 | 49:x:457:TYR:CZ 1.23 1.62
49:x:66:ARG:HH22 49:x:70:ALA:CA 1.06 1.61

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

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

entries.

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 242 /244 (99%) 209 (86%) | 28 (12%) 5 (2%) 30
2 B 392/394 (100%) | 345 (88%) | 42 (11%) | 5 (1%) 9| 41
3 C 360/362 (99%) 322 (89%) 27 (8%) 11 (3%) 23
4 D 290/292 (99%) 262 (90%) 25 (9%) 3 (1%) 12 47
5 E 232/248 (94%) 179 (77%) | 36 (16%) | 17 (%) 1hi11
6 F 223/225 (99%) 204 (92%) 17 (8%) 2 (1%) 147 49
7 G 239/241 (99%) 203 (85%) | 31 (13%) 5 (2%) 30
8 H 188/190 (99%) 166 (88%) | 19 (10%) 3 (2%) 37
9 I 200/213 (94%) | 181 (90%) | 15 (8%) | 4 (2%) 6] 32
10 J 167/169 (99%) 147 (88%) 13 (8%) 7 (4%) 18
11 L 208/210 (99%) 180 (86%) 16 (8%) 12 (6%) 1§14
12 M 136/138 (99%) 123 (90%) 12 (9%) 1 (1%) 181 54
13 N 201/203 (99%) 181 (90%) | 20 (10%) 0 100 § § 100
14 O 197/199 (99%) 184 (93%) 12 (6%) 1 (0%) 24 62
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
15 P 151/153 (99%) | 135 (89%) | 16 (11%) 0 |
16 Q 185/187 (99%) 169 (91%) 14 (8%) 2 (1%) 45
17 R 178/180 (99%) 166 (93%) 9 (5%) 3 (2%)

18 S 173/175 (99%) 157 (91%) 12 (7%) 4 (2%)

19 T 157/159 (99%) 139 (88%) | 15 (10%) 3 (2%)

20 U 97/99 (98%) 82 (84%) 11 (11%) 4 (4%)

21 \Y 129/131 (98%) 115 (89%) | 13 (10%) 1 (1%)

22 W 61/63 (97%) 56 (92%) 4 (7%) 1 (2%)

23 X 117/119 (98%) 109 (93%) 6 (5%) 2 (2%)

24 Y 132/134 (98%) 114 (86%) | 17 (13%) 1 (1%)

25 Z 133/135 (98%) 113 (85%) | 13 (10%) 7 (5%)

26 a 145/147 (99%) 122 (84%) | 19 (13%) 4 (3%)

27 b 73/75 (97%) 67 (92%) 5 (7%) 1 (1%)

28 c 92/94 (98%) 89 (97%) 3 (3%) 0

29 d 105/107 (98%) 91 (87%) 13 (12%) 1 (1%)

30 e 126/128 (98%) 115 (91%) 6 (5%) 5 (4%)

31 f 107,/109 (98%) 94 (88%) 8 (8%) 5 (5%)

32 g 112/114 (98%) 103 (92%) 8 (7%) 1 (1%)

33 h 120/122 (98%) 106 (88%) 10 (8%) 4 (3%)

34 i 100/102 (98%) 92 (92%) 6 (6%) 2 (2%)

35 j 84/86 (98%) 71 (84%) 8 (10%) 5 (6%)

36 k 67/69 (97%) 56 (84%) 7 (10%) 4 (6%)

37 1 48 /50 (96%) 40 (83%) 7 (15%) 1 (2%)

38 m 50/52 (96%) 44 (88%) 6 (12%) 0 100 § § 100
39 n 21/23 (91%) 21 (100%) 0 0 100 § § 100
40 0 102/104 (98%) 92 (90%) 7 (7%) 3 (3%) 3] 24
41 p 89/91 (98%) 80 (90%) 8 (9%) 1 (1%) 111 45
42 r 132/136 (97%) 113 (86%) 12 (9%) 7 (5%) 1§16
43 s 196/198 (99%) 164 (84%) | 22 (11%) | 10 (5%) 14116
44 t 161/163 (99%) 102 (63%) | 33 (20%) | 26 (16%) 0ff2
49 X 420/461 (91%) 373 (89%) | 46 (11%) 1 (0%) 43 177

PPPPPPPPP
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Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
50 y 60/62 (97%) 52 (87%) | 8 (13%) 0 |
51 z 27/29 (93%) 25 (93%) 1 (4%) 1 (4%) 24 20
52 1 158/162 (98%) 151 (96%) 6 (4%) 1 (1%) 21 58
53 | 2 56/60 (93%) | 53 (95%) | 2(4%) | 1(2%) | |6] 33
54 3 118/120 (98%) 99 (84%) 18 (15%) 1 (1%) 161 52
55 4 32/34 (94%) 31 (97%) 1 (3%) 0 100 § § 100
56 5 632/705 (90%) 538 (85%) | 88 (14%) 6 (1%) 14§ 49
All All 8221/8466 (97%) | 7225 (88%) | 801 (10%) | 195 (2%) Iﬂ 28

5 of 195 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 196 TRP
3 C 273 LEU
5 E 91 PRO
5 E 95 ASP
5 E 118 PRO

5.3.2 Protein sidechains ()

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

entries.

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 187/187 (100%) | 158 (84%) | 29 (16%) 14
2 B 336/342 (98%) | 282 (84%) | 54 (16%) 13
3 C 302/302 (100%) | 261 (86%) | 41 (14%) 16
4 D 247/247 (100%) | 218 (88%) | 29 (12%) 20
5 E 208/221 (94%) | 183 (88%) | 25 (12%) 19
6 F 194/195 (100%) | 167 (86%) | 27 (14%) 16
7 G 206/206 (100%) | 181 (88%) | 25 (12%) 19
8 H 169/169 (100%) | 147 (87%) | 22 (13%) 17
9 I 174/180 (97%) | 151 (87%) | 23 (13%) 17

>U



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

Page 47

wwPDB EM Validation Summary Report

EMD-4316, 6FT1

Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
10 J 142/142 (100%) | 125 (88%)
11 L 176/176 (100%) | 142 (81%)
12 M 117/117 (100%) | 101 (86%)
13 N 171/171 (100%) | 148 (86%)
14 O 171/171 (100%) | 144 (84%)
15 P 134/134 (100%) | 121 (90%)
16 Q 163/163 (100%) | 142 (87%)
17 R 159/159 (100%) | 141 (89%)
18 S 156/156 (100%) | 133 (85%)
19 T 139/139 (100%) | 120 (86%)
20 U 89/89 (100%) 83 (93%)
21 \Y 101/101 (100%) 82 (81%)
22 W 55/55 (100%) 48 (87%)
23 X 107,/107 (100%) 94 (88%)
24 Y 124/124 (100%) | 109 (88%)
25 Z 117/117 (100%) | 107 (92%)
26 a 119/119 (100%) | 108 (91%)
27 b 62/62 (100%) 56 (90%)
28 c 79/79 (100%) 66 (84%)
29 d 98/98 (100%) 79 (81%)
30 e 114/114 (100%) 94 (82%)
31 f 88/88 (100%) 74 (84%)
32 g 98/98 (100%) 84 (86%)
33 h 109/109 (100%) 99 (91%)
34 i 86/86 (100%) 79 (92%)
35 j 73/73 (100%) 63 (86%)
36 k 64/64 (100%) 57 (89%)
37 1 47/47 (100%) 40 (85%)
38 m 48 /48 (100%) 40 (83%)
39 n 22/22 (100%) 19 (86%)
40 0 92/92 (100%) 78 (85%)

TTTTTTTTTT
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
41 p 74/74 (100%) 66 (89%) | 8 (11%) 6 22
42 r 120/120 (100%) | 96 (80%) | 24 (20%) 9
43 s 166/166 (100%) | 156 (94%) | 10 (6%) 17 40
44 t 136/136 (100%) | 127 (93%) | 9 (7%) 15) 38
49 X 360/388 (93%) | 344 (96%) | 16 (4%) 25 48
50 y 53/53 (100%) 51 (96%) 2 (4%) 29 51
51 2 26/26 (100%) | 20 (77%) | 6 (23%) 1]]6]
52 1 20/20 (100%) | 20 (100%) 0
54 3 61/101 (60%) 58 (95%) 3 (5%) 22 45
55 4 30/30 (100%) 29 (97%) 1 (3%) 33 55
56 5 528/615 (86%) | 512 (97%) | 16 (3%) 36 57
All | Al | 6917/7098 (97%) | 6103 (88%) | 814 (12%) 20

5 of 814 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
18 S 132 ILE
28 c 28 VAL
56 5 82 ARG
19 T 96 ILE
18 S 129 VAL

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

such sidechains are listed below:

Mol | Chain | Res | Type

29 d 116 ASN

42 r 121 GLN

30 e 117 GLN

35 j 76 HIS

44 t 70 GLN

5.3.3 RNA (O

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
45 q 74/76 (97%) 20 (27%) 0

46 u 3647/3662 (99%) 1211 (33%) 0

Continued on next page...

5 of 97
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Mol | Chain Analysed Backbone Outliers | Pucker Outliers
47 4 119/120 (99%) 20 (16%) 0
48 W 155/156 (99%) 52 (33%) 0
All All 3995/4014 (99%) 1303 (32%) 0

5 of 1303 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
45 q 7 G
45 q 8 U
45 q 9 A
45 q 13 U
45 q 16 C

There are no RNA pucker outliers to report.

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)

8 monosaccharides are modelled in this entry.

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

Mol | Type | Chain | Res | Link | 3U0 8T | comts | RMOZ | £17] = 2
61 | NAG | K 1 | 56,61 | 14,14,15 | 0.47 0 17,1021 | 0.64 0
61 | NAG | K 2 | 61 | 14,14,15| 0.25 0 17,1921 | 0.55 0
61 | BMA | K 3 | 61 [11,11,12] 065 0 15,15,17 | 0.85 | 1 (6%)
61 | MAN | K 4 | 61 |11,11,12] 0.82 0 15,1517 | 1.62 | 2 (13%)
61 | MAN | K 5 | 61 [11,11,12] 0.70 0 15,1517 | 121 | 2 (13%)
61 | MAN | K 6 | 61 |11,11,12| 0.90 | 1(9%) | 151517 | 0.95 | 2 (13%)
61 | MAN | K 7 | 61 |11,11,12 | 123 | 1(9%) | 15,1517 1.24 | 2 (13%)
61 | MAN | K 8 | 61 |11,11,12] 067 0 15,1517 | 1.02 | 2 (13%)

WO RLDWIDE
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In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
61 | NAG K 1 | 56,61 - 2/6/23/26 | 0/1/1/1
61 | NAG K 2 61 - 1/6/23/26 | 0/1/1/1
61 | BMA K 3 61 - 2/2/19/22 | 0/1/1/1
61 | MAN K 4 61 - 0/2/19/22 | 0/1/1/1
61 | MAN K 5 61 - 1/2/19/22 | 0/1/1/1
61 | MAN K 6 61 - 0/2/19/22 | 0/1/1/1
61 | MAN K 7 61 - 0/2/19/22 | 0/1/1/1
61 | MAN K 8 61 - 2/2/19/22 | 0/1/1/1

All (2) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
61 K 7 MAN | C2-C3 | 241 1.56 1.52
61 K 6 MAN | O5-C1 | -2.02 1.40 1.43

The worst 5 of 11 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°®) | Ideal(°)
61 K 4 MAN | C1-O5-C5 | 4.47 118.18 112.19
61 K 4 | MAN | 02-C2-C3 | -3.64 102.61 110.15
61 K 7 | MAN | C1-O05-C5 | 3.23 116.51 112.19
61 K ) MAN | C1-O5-C5 | 3.04 116.25 112.19
61 K ) MAN | 02-C2-C3 | -2.97 104.00 110.15

There are no chirality outliers.
5 of 8 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
61 K 3 | BMA | C4-C5-C6-06
61 K 3 | BMA | 05-C5-C6-06
61 K 8 | MAN | 05-C5-C6-06
61 K 8 | MAN | C4-C5-C6-06
61 K 1 NAG | C4-C5-C6-06

There are no ring outliers.

No monomer is involved in short contacts.
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The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for oligosaccharide.

Oligosaccharide Chain K

o

Bond lengths Bond angles

Torsions Rings

5.6 Ligand geometry (i)

Of 165 ligands modelled in this entry, 164 are monoatomic - leaving 1 for Mogul analysis.

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

. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | "V RMS7 [ #]2] > 2 | Counts | RMSZ | #]27] > 2
64 | 9UB 5 801 - 43,43,43 | 2.55 10 (23%) | 48,59,59 | 1.64 | 13 (27%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-” means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings

64 9UB 5 801 - - 3/39/62/62 | 0/1/1/1
The worst 5 of 10 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
64 5 801 | 9UB | P26-025 | 8.12 1.67 1.58
64 5 801 | 9UB | P22-025 | 7.83 1.68 1.59
64 5 801 | 9UB | P26-C29 | 6.75 1.91 1.80
64 5 801 | 9UB | C37-C39 | -3.73 1.46 1.53
64 5 801 | 9UB | C41-N40 | 3.58 1.45 1.34

The worst 5 of 13 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°®) | Ideal(?)
64 5 801 | 9UB | C18-C17-C16 | 4.13 122.40 115.23
64 5 801 | 9UB | C20-C19-C17 | -3.79 119.98 126.20
64 5 801 | 9UB | C39-N40-C41 | -2.68 116.82 123.11
64 5 801 | 9UB | C01-C02-C03 | 2.60 120.57 114.59
64 5 801 | 9UB | C32-031-C30 | 2.58 117.70 113.19

There are no chirality outliers.

All (3) torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
64 5 801 | 9UB | C20-021-P22-025
64 5 801 | 9UB | C20-021-P22-023
64 5 801 | 9UB | C30-C39-N40-C41
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There are no ring outliers.

1 monomer is involved in 24 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
64 5 801 | 9UB 24 0

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

Ligand 9UB 5 801

~ ~ ~

Torsions Rings

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

The following chains have linkage breaks:
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Mol

Chain

Number of breaks

46
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o7
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The worst 5 of 33 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 u 4776:G 03’ 4859:C P 17.95
1 u 757G 03’ 906:C P 17.49
1 u 519:C 03’ 642:G P 16.73
1 u 2910:G 03’ 3583:U P 16.46
1 8 566:UNK C 577:UNK N 15.56
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-4316. 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: 250 Y Index: 250 7 Index: 250
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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: 253 Y Index: 250 7 Index: 235

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.
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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 0.04.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.
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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 4316 msk l.map (D
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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 0.04

Voxel count (logl0)

T T T
-0.2 -0.1 0.0 0.1 0.2 0.3
Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
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7.2  Volume estimate (i)
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The volume at the recommended contour level is 1751 nm?; this corresponds to an approximate
mass of 1581 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
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*Reported resolution corresponds to spatial frequency of 0.238 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-4316 and PDB
model 6FTI. Per-residue inclusion information can be found in section 3 on page 18.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.04 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 (0.04).

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
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At the recommended contour level, 62% of all backbone atoms, 58% 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 (0.04) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All m 0.5760 . 0.2070
0 0.8170 . 0.3480
1 0.7260 . 0.2410
2 0.8400 . 0.2790
3 0.7390 . (0.3310
4 0.7410 . 0.3220
5 0.6880 . (0.3080
6 0.8720 . 0.2940
7 0.8640 . 0.2860
8 0.8820 . (0.2950
A m 0.4870 . 0.2520
B m 0.4490 . 0.1910
C . 0.4060 I (0.2000 10
D . 0.3950 . 0.1370
E - 0.2730 . 0.1120
F - 0.3230 . 0.1360
G . (0.2490 . 0.1090
H . 0.2700 . 0.1090
I . 0.4260 . 0.1720
J . 0.4260 . 0.1720
K B 0.5210 . (0.1890
L . (0.3800 . 0.1800 = %00
M . 0.3510 . 0.1240
N m 0.4650 . 0.2230
O . 0.2970 . 0.1450
P B 0.5970 . (0.2860
Q . (0.3590 . (0.1780
R B 0.4910 . 0.2130
S . (0.3090 . 0.1340
T . 0.2870 . (0.1650
U . 0.4440 . 0.1620
\Y . 0.4720 . 0.2200
W . 0.4950 . 0.2140
X . 0.4970 . 0.2450
Y . 0.4900 . 0.2310

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

Chain Atom inclusion Q-score
/ = 0.3930 . 0.1430
a . 0.4030 . 0.1990
b . 0.3730 I 0.1800
¢ . (0.3450 I (0.1750
d B 0.5430 . (0.2490
e . (0.3460 . (0.2090
f . 0.3090 . 0.1400
g  0.4350 . 0.2320
h . 0.4780 I 0.2080
i . 0.3570 I 0.1600
j B 0.6720 . (0.3330
k . (0.3840 . 0.1590
1 e 0.6900 . (0.3540
m I 0.3650 . 0.1260
n m 0.5420 . 0.2860
0 B 0.4710 I 0.2160
p . 0.4490 . 0.2210
q 0.7230 . (0.2410
T . 0.3680 . (0.1290
S . (0.1290 . (0.0120
t . 0.0700 I 0.0310
u  0.6650 . 0.2130
v 0.7190 . 0.1710
w 0.7570 . (0.2540
X 0.7050 . (0.3250
y 0.7040 I (0.3160
z  0.6310 . 0.2730
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