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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 (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.dev43
MolProbity : 4.02b-467
Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : FAILED
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.31.2
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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 3.70 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 INENY | - .
Ramachandran outliers . 2 .0%
Sidechain outliers I | D (6%
RNA backbone I S — .53
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 158937 4297
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826
RNA backbone 4643 859

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%

Mol | Chain | Length Quality of chain
1 A 1539 64% 33%
2 B 2903 66% 30%
3 C 120 62% 36%
4 D 7 45% 49% 5%
4 LA 7 69% 27%
) E 234 70% 24% “6%
6 F 273 79% 19% .
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Continued from previous page...

Mol | Chain | Length Quality of chain
7 G 209 81% 18% .
8 H 201 83% 16% -
9 I 179 77% 22% :
10 J 177 79% 19% -
11 K 149 69% 30% .
12 L 165 52% 24% 21%
13 M 142 68% 20% o
14 N 142 83% 16% -
15 O 123 79% 18% o
16 P 144 81% 17%
17 Q 136 89% 0% -
18 R 127 66% 28% 6%
19 S 117 79% 19% -
20 T 115 81% 18%
21 U 118 82% 17%
22 \Y 103 79% 19%
23 W 110 83% 15%
24 X 100 87% 6% 7%
25 Y 104 83% 15%
26 Z 94 87% 13%
27 AA 85 74% 14% 12%
28 BA 78 91% 8% -
29 CA 63 86% 14%
30 DA 59 81% 17%
31 EA 70 74% 19% %

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

Mol | Chain | Length Quality of chain
32 FA 57 79% 19% B
33 GA 55 89% 9%
34 HA 46 76% 22% .
35 IA 65 82% 15%
36 JA 38 74% 24% o
37 KA 27 41% 30% 30%
38 MA 362 73% 20% 5%
39 OA 241 77% 15% . 1%
40 PA 233 67% 20% %
41 | QA 206 A e
42 RA 167 71% 22% e%
43 SA 131 53% 19% 24%
44 TA 156 90% 7% .
45 UA 130 81% 18%
46 VA 130 72% 25% .
47 WA 103 61% 32% 5%
48 XA 129 73% 16% - 10%
49 YA 124 68% 27% 5% -
50 ZA 118 71% 25% o
51 AB 102 53% 14%
52 BB 89 83% 16%
53 CB 82 71% 27% B
54 DB 84 70% 23% 5%
55 EB 75 75% 1% - 13%
56 FB 92 61% 24% P VT

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

Mol | Chain | Length Quality of chain
57 GB 87 87% 0% -
58 HB 71 55% 32% . 8%
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2 Entry composition (i)

There are 58 unique types of molecules in this entry. The entry contains 152438 atoms, of which
0 are hydrogens and 0 are deuteriums.

In the tables below, the AltConf column contains the number of residues with at least one atom
in alternate conformation and the Trace column contains the number of residues modelled with at
most 2 atoms.

e Molecule 1 is a RNA chain called 16S ribosomal RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
1 A 1539 33012 14725 6052 10697 1538 0 0
e Molecule 2 is a RNA chain called 23S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 B 29031 60318 27801 11468 20147 2902 0 0
There are 2 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment Reference
B 747 C U conflict GB 1036415628
B 1847 G A conflict GB 1036415628
e Molecule 3 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 C 120 2568 1145 471 833 119 0 0
There is a discrepancy between the modelled and reference sequences:
Chain | Residue | Modelled | Actual Comment Reference
C 120 A - expression tag | GB 1370526515
e Molecule 4 is a RNA chain called tRNA (fMet).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
4 b v 1640 732 297 535 76 0 0
Total C N O P
4 LA v 1640 732 297 535 76 0 0
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e Molecule 5 is a protein called 50S ribosomal protein L1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
g 2 220 1637 1023 298 310 6 0 0
e Molecule 6 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 F 271 2082 1288 423 364 7 0 0
e Molecule 7 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 G 209 1565 979 288 294 4 0 0
e Molecule 8 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 H 201 1552 974 283 290 5 0 0
e Molecule 9 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) I 1 1410 899 249 256 6 0 0
e Molecule 10 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 J 176 1323 832 243 246 2 0 0
e Molecule 11 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 K 149 1111 699 197 214 1 0 0

e Molecule 12 is a protein called 50S ribosomal protein L10.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 L 131 988 625 175 183 5 0 0
e Molecule 13 is a protein called 50S ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 M 141 1032 651 179 196 6 0 0
e Molecule 14 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 N 142 1129 714 212 199 4 0 0
e Molecule 15 is a protein called 50S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1o 0 122 938 587 180 165 6 0 0
e Molecule 16 is a protein called 50S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 P 143 1045 649 206 189 1 0 0
e Molecule 17 is a protein called 50S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 Q 136 1074 686 205 177 6 0 0
e Molecule 18 is a protein called 50S ribosomal protein L17.
Mol | Chain | Residues Atoms AltConf | Trace
18 R 120 Total C N O S 0 0

960 593 196 166 5

e Molecule 19 is a protein called 50S ribosomal protein L18.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
19 S 16 892 552 178 162 0 0
e Molecule 20 is a protein called 50S ribosomal protein L19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 T 114 917 574 179 163 1 0 0
e Molecule 21 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
211U 117 047 604 192 151 0
e Molecule 22 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
221V 103 816 516 153 145 2 0 0
e Molecule 23 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 W 10 857 532 166 156 3 0 0
e Molecule 24 is a protein called 50S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 X 93 738 466 139 131 2 0 0
e Molecule 25 is a protein called 50S ribosomal protein [L24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
2% Y 102 779 492 146 141 0

e Molecule 26 is a protein called 50S ribosomal protein L25.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 | 2 4 753 479 137 134 3 0 0
e Molecule 27 is a protein called 50S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 AA E 575 356 116 102 1 0 0
e Molecule 28 is a protein called 50S ribosomal protein L28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 | BA m 625 388 120 106 2 0 0
e Molecule 29 is a protein called 50S ribosomal protein L29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 CA 63 509 313 99 95 2 0 0
e Molecule 30 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 DA b8 449 281 &7 79 2 0 0
e Molecule 31 is a protein called 50S ribosomal protein L31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 EA 66 522 323 99 94 6 0 0
e Molecule 32 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 FA 56 444 269 94 &80 1 0 0

e Molecule 33 is a protein called 50S ribosomal protein L33.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
33 GA 50 409 263 75 71 0 0
e Molecule 34 is a protein called 50S ribosomal protein L34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 HA 46 377 228 90 57 2 0 0
e Molecule 35 is a protein called 50S ribosomal protein L35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 | 1A 64 504 323 105 74 2 0 0
e Molecule 36 is a protein called 50S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36| JA 38 302 185 65 48 4 0 0
e Molecule 37 is a RNA chain called mRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
37 KA 19 412 186 83 125 18 0 0

e Molecule 38 is a protein called Peptide chain release factor 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 MA 344 2714 1656 507 538 13 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
MA 361 LEU - expression tag | UNP BTMKB3
MA 362 GLU - expression tag | UNP BTMKB3

e Molecule 39 is a protein called 30S ribosomal protein S2.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 OA 225 1756 1111 315 322 8 0 0
e Molecule 40 is a protein called 30S ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 A 206 1624 1028 305 288 3 0 0
e Molecule 41 is a protein called 30S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
QA 20 1643 1026 315 208 4 0 0
e Molecule 42 is a protein called 30S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 | RA 157 1156 719 218 213 6 0 0
e Molecule 43 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 SA 100 817 515 148 148 6 0 0
e Molecule 44 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
44 TA 151 1181 735 227 215 4 0 0
e Molecule 45 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 UA 129 979 616 173 184 6 0 0

e Molecule 46 is a protein called 30S ribosomal protein S9.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 VA 127 1022 634 206 179 3 0 0
e Molecule 47 is a protein called 30S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 WA %8 786 493 150 142 1 0 0
e Molecule 48 is a protein called 30S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 XA 16 869 535 173 158 3 0 0
e Molecule 49 is a protein called 30S ribosomal protein S12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
491 YA 123 055 500 196 165 4 0 0
e Molecule 50 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 ZA 114 83 546 178 156 3 0 0
e Molecule 51 is a protein called 30S ribosomal protein S14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ol AB 101 810 502 165 140 3 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

AB

35

ALA

msertion

UNP B7TMCS2

e Molecule 52 is a protein called 30S ribosomal protein S15.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
52 BB 83 714 439 144 130 1 0 0
e Molecule 53 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o3 CB 82 649 406 128 114 1 0 0
e Molecule 54 is a protein called 30S ribosomal protein S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
b4 DB 80 648 411 121 113 3 0 0
e Molecule 55 is a protein called 30S ribosomal protein S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
%5 EB 05 535 339 100 95 1 0 0
e Molecule 56 is a protein called 30S ribosomal protein S19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
56 FB & 637 408 120 107 2 0 0
e Molecule 57 is a protein called 30S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
57 GB 85 665 411 137 114 3 0 0
e Molecule 58 is a protein called 30S ribosomal protein S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
58 | HB 65 544 335 117 91 1 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. 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. 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: 16S ribosomal RNA

33%

64%

Chain A:

98D

T8V

97D
S7D

102D

L6TY

7610

[4334
T61D

€810
28TV

YLV

TLTY
0L10

6STD

SSTV

TSIV

6vTV
8¥TD
Ly1D

YH1ID

(425
71D

B6ETY
8ETD

CETD
TETV

62TV

921D

¥Z10

Tz

ST1D
v

(435

()%}

SO0TD

€070
201D

76D
€6n

Teev

€Tey
Z1€D

0T€D
60€V

90€V

00€Y
662D

682D
88CV
1820
982D
S820

182D
0820

i2xa }

1,920
9929

%920

892D
PAA)

(4]

182D

eV
sven

LETD
9ETV
SETO

CETH
Teen

922D
§¢ed

(4243
112D

6020
80zn

Socv
702D
€02D
{44

12544

90%D
So¥N
70D

T0%0

86€N

S6€0
76€D
£6eY
26ED

06N

L8€eN

28eV

8LED

9.L€D

3

cLED

69€D
89¢eN

L

€9V

8G€N

v3eD

2S€0
TG6€D
0S€D

9%€D
SYED

even

8€EY
LEED
9EEV
SEED

T€ED
0EED
6CEV

6150

S6%Y

£67Y

16%D
067D

98¥%0

LESD

vesn
£ESY

TESN
0€9d

yX4<p]

jx4p)

2cso
129D
0TSy

YTLD

i

0T.LD

8TLY

9TLY
STLY

€TLD
cTLY
TTL
0TLd
60.0
804D
0.0

€049
2oLy
1040
S69V

269N

069D

889D

¥89n

189V
089D

9.L9V
SLOV
V.90
€LOV
cLon
TL9D

999D
S99V
799D

8Y9Y
L%9D

Tyov

SEV
€90
€€9D

9299
scon
290

7¥8D
cv8n
9€8D
2TE8D
TE8Y
0€8D
8z8n
S8y

¥28d
€280

128D
ozs8n
618V

L180

S18Y
718y

7180

L08Y
9080

86.0
L6LD

6Ly
S8.D
V8LV
€810
LLLY
69.D

€9.D
c9.Ln

SG.D

Sv.LD
vvLD

1525

8€.LD
LELD

€ELD

TELD

SL0T0
%.,01D

TLOTD
ﬁbmao
€90T0
290TNn

SS0TY

€210
02ZTH
61CTV
81210

902TH

voT1V
€0CTD

002D
66110
86TT1D

96TTV

78110

RLDWIDE

89TTN
LOTTV

€9TTV
29110

09TTD
6STTN
8ST1D
6YT1D

OVTTV

14425
6ETTD
8ETTD
LETTD

OETTY
62110

921N
ScTINn

90TTD

TOTTV

86010

S60TN
%6010

6.L0TD

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-7970, 6DNC

wwPDB EM Validation Summary Report

Page 16

6YETY

LYETD
9vETY
SPETN

8EETD

YCETY

LIETD
9TETD
STETN
vI€TD
€IeTN

60€TD
80€TN
L0€TN
90€TY
SGOETD

TOETN
00€TD

862TN

L

1821V
98210

28210

0821V
6.CTD
8.TTD

SLTTV

1921V
09219

S§SCTD
YSCTV

¢8eTy
TSCTY

14745

[tiZqd0

8ETTV

62CTY
82CID

Tsvin

8¥¥1D

8EVTD
LEVTY
9€VTIN

CEVTD

0TIV
6CYTV

9CY1D
SevIn

(1545

STPTD
vivin
ETVIV
[454%)
(1544 4
momﬁo

[4vi4%)

mmmﬁo
VeeTY
€6ETN
CTBETD
ﬁmmﬂb
L8ETD
98€TD
G8ETD
¢wmﬁo
whmﬁo
0LETD
69€TD
pwmﬁo
6SETD
8SETN
LSETY
9S€TD
SSETD
vseTn
€GETD
CSETD

0SETY

8ESTO

YESTY

0€381D
621D

pRaci
92ST1D

s
T2S10

F

91STD
STSTD
4515
E€ISTY
(45151

80STY
LOSTY

|

€0STY
CTOSTY
TOSTO

6671V

L6VTD
96710

76710

23S ribosomal RNA

14544 4

0871V
6.%1D
8.L%10
LL710

89TV

SOVTV
vovIn

6SVTD
8S¥TD

€SPTD
[4cia %]

e Molecule 2

30%

66%

Chain B

6%V

S¥D

o
[N
IUU

Tev

810

o
-
<

N~ ©
(LS

%920

¥52d
TSV
052D
6%20
8¥%2H
L%2H

4441

ey

622D

LTy

0zzd

L12v
912V
S§12H
¥12d

1120
012D
602D
802D
vocy

102D

66TV

L6TY

+

(4%
T61V

28TV

*

eLIV
TLIV

191V

95TV
GSTV
vSIn

¥190

T1%D

L0¥D

95€D
Ssen

6eeN
8EED

veed

0EEY

8zen

€D

ozey

TIEV

oTey

60€Y

90en

€0€D
20€d

vecy

882N
1829

182D

6.2V

TL2D
(kA §

992D

LESD

€€9D
CESY

3

8T8y
¥2sd
€290
2esy
Tesn
819D
(450

808V

905D
SOSV
70svy
€0SY

Ll

T6%D
06%0

i

087y
6.7V

9.7
SL7D

€LVD

0L%V

897D

99%V
S9%D

€970

&<
TS70

6€90

LESV
9€9D
SE€90
%€90
629D
L29V
Teov

ST9N
vIov

€09V
6635V

8650
L6399

LLSD

€150

TL80
0.9

699D
894N

i)
8%5D

€750

0L.LD

PoLY

09.D

8CLD

9CLD

1LY
ozin

969D

1690
0699

98901

789D
789D
0890
6.90

%.L99

T99V
099D

i

859N

SS9V
wsov

L%9D
9von
S%90

718D

2180

8089
080

S08D

3

66.D

L1619
961D

£8LY

8LV

SL.LD

2969

069D

706D
€060

968V

£680

168D

688D

09070

LSOTV
9G0TD
SS0TD
PSOTV

80TV
LY0TD
90TV
SY0T1D

707D
00TV
6E0TV
8E0TH

9€0TD
SEOTN

€E0TN

TEOTD
0€0TD

920TD
T20TY
0ZOTY

67T0TN

Y101V

21070

6007V

S00TD

1669

L
i

$660

£669D

066Y

-
.

T.6D

6969
8960

9STTV
SSTTV
vaau
TSTTV
0STTD
6711D

07110
6ETTD

LETTD
9ETTD
SETTD
YETTV

CETTN

L2T1TV

STTTD
PIT1D

TITTY
OTTTD

90TTD
SOTTN

76010

26070

8801V

980TV
S80TV

6L0TD

901D

L0190

L90TV
990TN

vseiv
€SCTV
(44 5]

8¥C1d

157414

0€TTV
6221

{44 5]

61210

STCTD

[AY4 5]
11210

€0210

86TIN
L6TTD

T6TTD
06TTD
68TTY
88TTN

78110
€8T10
28T1D
78110
08710

LLTTD
9,710
SLITY

CTLTTD
TLTTD

99TT1D
SOTTV
79110

(422 5]
19110
09T1D
6STTN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-7970, 6DNC

wwPDB EM Validation Summary Report

Page 17

68€TD
88ETD
LBETY
98ETD
€8ETY
6LETN
8LETY
LLETD
69€TD
S9ETV
Y9€TD
€9€TD
SYETD
EVETD
CEETD
8CETY
TCETV

LIETD
9TETN

LOETY
90€T1D

CTOETY
TOETV
00€TD

9621
S62TD

2621
16210

6.2TD
8.2TD

S.L2TV

€.210
LTy
TLCTD

0921V
6SCTD
852TN

STSTV

€151
0TSTD
60STV
80STV
Y0STY

00STD
66710

0671V

14545

8.L¥1D

SLYTD

89%1N

S9PTD
vov1D

T9%10
iEidn)
6771D

8¥¥1D
LY%1D

SYP1ID
4445
L4490

154425
(047450}

8EVTN
LEVTD

SEVTD
YEVIV
EEVTIV
(45745
8C¥1D
9T¥1D

90¥1Nn
S0¥TN

S6ETY

06€TN

8¥91n
L¥910
wwmﬂo
LEITY
wmwﬁb
wﬁmiw
zmﬁo
8091V
L0970
S091D
ﬂomﬂo
T091D
00910
66STN
86STV
hmmﬂ<
€6STV
CTBSTO
T6STV
Ommﬁ<
6951V
895TD

99GTV

09S8T1D

mmmﬂo
mmmﬂo
TSSTV
0GSTO
6%STV
wwmﬁ<
wdmﬂ<
0%STD
6€STN

LESTD

SESTY

LTSTD

STSTY

T2S1D

YLLTO
€LLTY

L9LTD
99.1D
S9.10
¥9.10

85.TN

9G.LTD

YSLIY

6VLIYV
8V.L1D

SYLTIV
YvLIY

6ELTY

TE€LTD

0ELTD

6.0

STLTD

OTLTD
60L10

SOLTY

v0L1D

8691V

S69TD

98910
S89T0

891D

v.91D

F

8991V
L9919
99919

V991V
6S9TD

€G9TD
[4sioan 4
TS91D

18810
08810

TL8TV
04810

19819
098TD

LG8TD

6%8TD
88TV

S¥81D
¥¥81D
£€¥810
cv81D
810

LEBTD

0€8TO

281N
928TH
r4:351

€281
2T81D

8181N
L1819
91810
€18TD

608TY
8081V

08TV
T08TV

|

LBLTD
96,10

Y6LIY
€6.L1D
T6LTD
T6L1V

V8LIV
18.10

6.L.T0

2002ZH

866TV

96610

S86TD

€L6TD

TL6T0
0LBTY

L9610

6S6TD
89610

98670
SG6TN
%5610

8¥6TD
LY6TD

vv610

8E6TY

9E6TY
SE6TD
¥€610

0E6TD
626TD

6161V

L1670

%1610

16TV

0T61D
6061

L06TD
906TD

TO6TV

668TY

068TY
6881V

880CV
802D
98020

L,0TY

S.020n

2.L02D
T.L0CV
0.L02Y

|

99020
99020

2902V

9502H
§5020

{414
TS02V
05020

8%0ZD
L%02D

£%02D
Zvoey
%020
0702
6€020
8E0TH
LEOTY

veozn
E£E0TY

T€0CY

6202D
802N
202D
92020

¥20TH
€202D
zeoen

STOCTY
vrocy
€10CV

0T0ZH
6002V

Tieev

¥02ed

661CY
861CV

v81CY
€81CV

9.1V
eLTeY
cLren
TLTICY
0LTTY
9912n
2912H

09120
6ST1CH

LST2D

3

9120

L

€E€TTD

Teren
0€TZN

8C1ZH

921TV

¥Z12d

zeren

0212ZH

LTTCY

(4824
Ti1en

L0TZH
90712n

96020

€602D

cogzn

862CV

€622
zecen
rTecen

P44

98220

€820

€Ly
[kad
T.L22D

89TeV
L9zey
992V

¥92ed

[4:(44)

Lyeey
9vCTd
sveen
v¥een

cveed
ﬂwmw<
meWU
veced
€€cen

TeTn
0€2TH
6ccen

1444 §

€28TTH

Teeed
ONMWD
L122)
912TH
ST2TO

€12en

66€TD
86geN
L6€TD
wmmmc
ammmc
S8€TO
€8€TH
Z8ETH
ow“mu
€LETH
Nh“ﬂb
69€TY
ww“ao
T9€TH
mmmuo
mmmmu
om“mo
TvETH
ow“n<
veeen
mm“m¢
0€ETD
6zeen
8zeTy
9zeTd
SCETH
¢NNND
Teeen
ONMND
Lieey
9T€TH
vrecy
€T€TD
creen
T1ECY

60€TY

90€2D

€0€TD

8152V

915eV
STS20
4 ﬁMND
6052
8052

€082V
082D

005820

86%¢d

88%2D

€8%2D

9.Lvey
S.L%20

TLyCY
0L%2D

99%2D

98%2d
i)

14474
L1474

Tvven

SEVTY

8¢¥TH

echen
eved

1574
L1%2D

90vey

€0¥2D
coven

6E9CY
8€9TD

0€92D
6292n

S7920

€792n

60920

50920

2092V

0092V
6652D

1652

76520
€692n
[4:143)
16520

L

L8STY

28S9¢H

6.52D

9152

cLsey

L95¢D
9952y

89920
LSSCH

§992n
v99en

LYSTY

S§%92D
¥¥sed

6€52D

[45143)

0zgsed

voLey

G520
|
8v.Ley
Lv.L2D
|
vv.L2D
€v.Len
|
8ELTYV
LELTD
|
€eLTY
|
62.L2D
8c.Len
sy
ozgLey
|
€2L2D

oclen

81 mmo
V1 mwo
60429
8042
homND
00.L2V
mwmuo
06920
68920
88929

98929
§892D

2892V

owmmb
v.,92D
mnmﬂc
9992V

99TV

i

2v92d
T%92D

78820

2882V

mhmw<
91829
mhmuo
[x:14 |

8982V

s

298¢

sie

582D
mm“mo
6¥82n
ww“wo
8€8CD
hmmm<
£€82N

1€82H

6282V
8¢8¢H

128V
0z8ey
6182
81820

9182D
S182D

€182V
21829

80829
0082V
66.L2V
86.20
T6.2D

6.L.2n
8L.LTV

cLLED

S9.Lev

668CY
86820

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-7970, 6DNC

wwPDB EM Validation Summary Report

Page 18
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e Molecule 57: 30S ribosomal protein S20

Chain GB: 87% 0% -
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4 Experimental information (i)

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

Number of particles used 639088 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TALOS ARCTICA Depositor
Voltage (kV) 200 Depositor
Electron dose (e~ /Az) 0.5 Depositor
Minimum defocus (nm) 700 Depositor
Maximum defocus (nm) 1700 Depositor
Magnification 22000 Depositor
Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or

angles).
. Bond lengths Bond angles
Mol | Chain | a7 #|Z] >5 RMSZ #|Z] >5
1 A 0.43 0/36963 0.70 4/57662 (0.0%)
2 B 0.42 1/69797 (0.0%) 0.70 | 11/108890 (0.0%)
3 C 0.41 0/2872 0.71 1/4479 (0.0%)
4 D 0.40 0/1832 0.68 0/2855
4 LA 0.39 0/1832 0.67 0/2855
5 E 0.37 0/1652 0.60 0/2227
6 F 0.34 0/2121 0.69 0/2852
7 G 0.35 0/1586 0.64 0/2134
8 H 0.36 0/1571 0.65 0/2113
9 | 0.39 0/1434 0.64 0/1926
10 J 0.35 0/1343 0.64 1/1816 (0.1%)
11 K 0.45 0/1122 0.73 0/1515
12 L 0.51 0/1001 0.81 2/1350 (0.1%)
13 M 0.47 0/1046 0.69 0/1410
14 N 0.33 0/1152 0.60 0/1551
15 O 0.34 0/947 0.66 0/1268
16 P 0.34 0/1054 0.64 0/1403
17 Q 0.37 0/1093 0.66 0/1460
18 R 0.38 0/973 0.70 0/1301
19 S 0.35 0/902 0.59 0/1209
20 T 0.35 0/929 0.65 0/1242
21 U 0.39 0/960 0.65 0/1278
22 \Y 0.37 0/829 0.71 1/1107 (0.1%)
23 W 0.36 0/864 0.70 1/1156 (0.1%)
24 X 0.37 0/744 0.61 0/994
25 Y 0.36 0/787 0.66 0/1051
26 Z 0.34 0/766 0.57 0/1025
27 AA 0.35 0/582 0.61 0/769
28 BA 0.35 0/635 0.64 0/848
29 CA 0.36 0/510 0.69 0/677
30 DA 0.32 0/453 0.63 0/605
31 EA 0.45 0/531 0.64 0/709
32 FA 0.33 0/450 0.61 0/599
33 GA 0.34 0/416 0.59 0/554

EMD-7970, 6DNC
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. Bond lengths Bond angles
Mol | Chain | .\ 1q7 42| >5 RMSZ 42| >5
34 | HA | 037 0/380 0.65 0,/498
35 | IA | 034 0/513 0.66 0/676
36 | JA | 045 0/303 0.74 0/397
37 | KA | 0.40 0,/464 0.69 0,723
38 | MA | 0.5 0,/2751 0.67 | 1/3703 (0.0%)
30 | OA | 0.5 | 1/1787 (0.1%) | 0.80 | 3/2408 (0.1%)
10 | PA | 045 | 1/1651 (0.1%) | 0.68 | 1/2225 (0.0%)
1 | QA | 038 0/1665 0.66 0,2227
2 | RA | 045 0/1169 0.78 | 1/1573 (0.1%)
43 | SA | 0.40 0/835 0.77 | 1/1128 (0.1%)
4 | TA | 0.36 0/1195 0.60 0,/1602
5 | UA | 033 0,989 0.63 0/1326
16 | VA | 040 0,/1034 0.66 0/1375
A7 | WA | 0.36 0,796 0.70 0/1077
8 | XA | 035 0/885 0.65 0/1195
9 | YA | 038 0/969 0.76 | 1/1300 (0.1%)
50 | ZA | 0.40 0/892 0.66 0/1193
51 | AB | 0.88 | 4/822(05%) | 112 | 4/1095 (0.4%)
52 | BB | 037 0,722 0.65 0,964
53 | CB | 0.36 0,/659 0.67 0,/884
54 | DB | 0.4 0/657 0.67 0/881
55 | EB | 0.42 0/544 0.62 0,731
56 | FB | 0.38 0/652 0.64 0/877
57 | GB | 0.34 0/671 0.52 0/888
58 | HB | 0.49 0,/550 0.78 0,728
All | ALl | 043 | 7/165304 (0.0%) | 0.70 | 33/246564 (0.0%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 10
B 0 33
3 C 0 1
4 D 0 1
All All 0 45
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Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)

39 OA 31 | PHE C-O | 744 1.37 1.23

o1 AB 7 PHE | CB-CG | 7.04 1.63 1.51

51 AB 63 | ARG | CB-CG | 6.01 1.68 1.52

40 PA 97 | PRO | N-CD | 5.77 1.55 1.47

51 AB 86 | GLU C-O0 |5bh.27 1.33 1.23
The worst 5 of 33 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
39 OA 32 GLY N-CA-C 12.97 145.52 113.10
o1 AB 79 LEU | CA-CB-CG | 12.43 143.88 115.30
39 OA 31 PHE C-N-CA -9.34 102.70 122.30
12 L 119 | PRO N-CA-C -8.80 89.22 112.10
2 B 974 G NO-C1’-C2" | 7.74 124.07 114.00

There are no chirality outliers.

5 of 45 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 A 159 G Sidechain
1 A 350 G Sidechain
1 A 416 G Sidechain
1 A 532 A Sidechain
1 A 563 A Sidechain

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 33012 0 16618 278 0
2 B 62318 0 31346 532 0
3 C 2568 0 1303 25 0
4 D 1640 0 837 28 0
4 LA 1640 0 837 15 0
) E 1637 0 1719 40 0
6 F 2082 0 2157 36 0
7 G 1565 0 1616 32 0
8 H 1552 0 1619 27 0

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

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

9 I 1410 0 1447 24 0
10 J 1323 0 1374 22 0
11 K 1111 0 1148 24 0
12 L 988 0 1025 37 0
13 M 1032 0 1088 32 0
14 N 1129 0 1162 18 0
15 O 938 0 1012 16 0
16 P 1045 0 1117 16 0
17 Q 1074 0 1157 12 0
18 R 960 0 1000 26 0
19 S 892 0 923 16 0
20 T 917 0 965 16 0
21 U 947 0 1022 20 0
22 V 816 0 839 17 0
23 W 857 0 922 13 0
24 X 738 0 807 5 0
25 Y 779 0 834 8 0
26 Z 753 0 780 9 0
27 AA 575 0 592 8 0
28 BA 625 0 655 3 0
29 CA 509 0 043 5 0
30 DA 449 0 491 6 0
31 EA 522 0 524 9 0
32 FA 444 0 461 8 0
33 GA 409 0 440 1 0
34 HA 377 0 418 8 0
35 IA 504 0 574 11 0
36 JA 302 0 343 10 0
37 KA 412 0 207 7 0
38 MA 2714 0 2636 60 0
39 OA 1756 0 1787 27 0
40 PA 1624 0 1699 37 0
41 QA 1643 0 1710 35 0
42 RA 1156 0 1199 24 0
43 SA 817 0 808 22 0
44 TA 1181 0 1240 4 0
45 UA 979 0 1034 14 0
46 VA 1022 0 1070 21 0
47 WA 786 0 828 25 0
48 XA 869 0 878 16 0
49 YA 955 0 1019 30 0
50 ZA 883 0 944 21 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
51 AB 810 0 852 o7 0
52 BB 714 0 737 6 0
93 CB 649 0 666 18 0
o4 DB 648 0 691 13 0
95 EB 535 0 952 7 0
o6 FB 637 0 665 16 0
o7 GB 665 0 714 5 0
o8 HB 544 0 579 18 0
All All 152438 0 104230 1687 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 7.

The worst 5 of 1687 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)
38:MA:77T:MET:CE | 38:MA:77:MET:SD 2.04 1.45
39:0A:32:GLY:O 39:0A:38:HIS:HA 1.51 1.08
39:0A:33:ALA:HA 39:0A:37:VAL:O 1.52 1.08
12:1:119:PRO:CD 12:L:120:ALA:H 1.63 1.03
51:AB:73:PHE:HA | 51:AB:78:GLY:HA2 1.07 1.03

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
5 E 218/234 (93%) 185 (85%) | 32 (15%) 1 (0%) 29 66
6 F 269/273 (98%) | 229 (85%) | 40 (15%) 0 |
7 G 207/209 (99%) 177 (86%) | 27 (13%) 3 (1%) 111 45

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
8 H 199/201 (99%) | 176 (88%) | 19 (10%) | 4 (2%) 71 39
9 I 175/179 (98%) | 150 (86%) | 23 (13%) | 2 (1%) 14} 50
10 J 174/177 (98%) | 151 (87%) | 20 (12%) | 3 (2%) 9] 42
11 K 147/149 (99%) | 123 (84%) | 19 (13%) | 5 (3%) 30
12 L 129/165 (78%) | 88 (68%) | 34 (26%) | 7 (5%) 20
13 M 139/142 (98%) | 114 (82%) | 21 (15%) | 4 (3%) 4] 32
14 N 140/142 (99%) | 128 (91%) | 11 (8%) | 1 (1%) 22 59
15 o) 120/123 (98%) | 97 (81%) | 20 (17%) | 3 (2%) 50 35
16 P 141/144 (98%) | 120 (85%) | 19 (14%) | 2 (1%) 45
17 Q 134/136 (98%) | 117 (87%) | 15 (11%) | 2 (2%) 44
18 R 118/127 (93%) | 92 (78%) | 24 (20%) | 2 (2%) 9] 42
19 S 114/117 (97%) | 103 (90%) | 8 (7%) 3 (3%) 5| 34
20 T 112/115 (97%) | 92 (82%) | 19 (17%) | 1 (1%) 17 54
21 U 115/118 (98%) | 101 (88%) | 13 (11%) | 1 (1%)

22 v 101/103 (98%) | 85 (84%) | 14 (14%) | 2 (2%)

23 W 108/110 (98%) | 90 (83%) | 15 (14%) | 3 (3%)

24 X 91,100 (91%) 81 (89%) | 10 (11%) 0

25 Y 100/104 (96%) | 80 (80%) | 17 (17%) | 3 (3%)

26 7 02/94 (98%) | 86 (94%) | 6 (6%) 0 100 ] [100]
27 | AA 73/85 (86%) | 65 (89%) | 8 (11%) 0 |
28 | BA 7578 (96%) 70 (93%) 5 (7%) 0

29 | CA 61/63 (97%) 58 (95%) 2 (3%) 1 (2%)

30 | DA 56,59 (95%) 54 (96%) 2 (4%) 0

31 EA 64,70 (91%) 52 (81%) | 11 (17%) | 1 (2%)

32 FA 54/57 (95%) 49 (91%) 5 (9%) 0

33 | GA 48/55 (87%) 45 (94%) 3 (6%) 0

34 | HA 44/46 (96%) 34 (77%) | 9 (20%) | 1 (2%)

35 IA 62/65 (95%) 50 (81%) | 11 (18%) | 1 (2%)

36 JA 36,38 (95%) 30 (83%) | 5 (14%) | 1 (3%)

38 | MA | 340/362 (94%) | 292 (86%) | 45 (13%) | 3 (1%)

39 | OA | 223/241 (92%) | 202 (91%) | 19 (8%) | 2 (1%) 17 54
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
40 PA 204/233 (88%) 177 (87%) | 25 (12%) 2 (1%)
41 QA 203/206 (98%) 174 (86%) | 21 (10%) 8 (4%)
42 RA 155/167 (93%) 121 (78%) | 27 (17%) 7 (4%)
43 SA 98/131 (75%) 73 (74%) 20 (20%) 5 (5%)
44 TA 149/156 (96%) 125 (84%) | 21 (14%) 3 (2%)
45 UA 127/130 (98%) 111 (87%) | 14 (11%) 2 (2%)
46 VA 125/130 (96%) 98 (78%) 23 (18%) 4 (3%)
47 WA 96/103 (93%) 73 (76%) 19 (20%) 4 (4%)
48 XA 114/129 (88%) 100 (88%) | 13 (11%) 1 (1%)
49 YA 121/124 (98%) 96 (79%) 19 (16%) 6 (5%)
50 ZA 112/118 (95%) 97 (87%) 13 (12%) 2 (2%)
51 AB 99/102 (97%) 64 (65%) 25 (25%) | 10 (10%)
52 BB 86/89 (97%) 71 (83%) 13 (15%) 2 (2%)
53 CB 80/82 (98%) 63 (79%) 16 (20%) 1 (1%)
54 DB 78/84 (93%) 63 (81%) 12 (15%) 3 (4%)
5%) EB 63/75 (84%) 59 (94%) 4 (6%) 0
56 FB 77/92 (84%) 63 (82%) 14 (18%) 0
o7 GB 83/87 (95%) 79 (95%) 4 (5%) 0
58 HB 63/71 (89%) 44 (70%) 14 (22%) 5 (8%)
All All 6412/6790 (94%) | 5417 (84%) | 868 (14%) | 127 (2%)

5 of 127 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
8 H 83 VAL
9 I 2 LYS
10 J 119 GLY
11 K 9 VAL
11 K 10 ALA

5.3.2 Protein sidechains (i)

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.
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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
5 E | 171/181 (94%) | 168 (98%) | 3 (2%) | 59 |77
6 F | 216/218 (99%) | 209 (97%) | 7(3%) | 39 65
7 G 164/164 (100%) | 163 (99%) | 1 (1%) 86
8 H | 165/165 (100%) | 163 (99%) | 2(1%) | 71 |s4
9 I 148/150 (99%) | 146 (99%) | 2 (1%) | 67 |82
10 J 137/138 (99%) | 134 (98%) | 3 (2%) | 52 72
11 | K | 114/114 (100%) | 112 (98%) | 2 (2%) | 59 |77
12 | L 100/123 (81%) | 97 (97%) | 3 (3%) | 41 66
13 | M | 109/110 (99%) | 106 (97%) | 3 (3%) | 43 67
14 N 116/116 (100%) | 115 (99%) | 1 (1%) 78
15 | O | 103/104 (99%) | 102 (99%) | 1(1%) | 76 |86
16 | P | 102/103 (99%) | 100 (98%) | 2 (2%) | 55 74
17 | Q | 109/109 (100%) | 108 (99%) | 1(1%) | |78
18 | R | 100/104 (96%) | 99 (99%) | 1(1%) | |76 |86
19 S 86/87 (99%) | 84 (98%) | 2(2%) | 50 71
20 | T 99/100 (99%) | 98 (99%) | 1(1%) | | 76|]86
21 | U 89/90 (99%) | 89 (100%) 0 [100] [100]
2 | v 84/84 (100%) | 84 (100%) 0 100 [100]
23 | W | 93/93 (100%) | 92(99%) | 1(1%) | 73
2 | X 80/84 (95%) | 80 (100%) 0 [100] [100]
2% | Y 83/85 (98%) | 83 (100%) 0 [100] [ 100
2 7 78/78 (100%) | 78 (100%) 0 100 [100]
27 | AA 57/63 (90%) | 57 (100%) 0 [100] [ 100
28 | BA 67/68 (98%) | 66 (98%) | 1(2%) | 65 |8l
20 | CA | 55/55 (100%) | 54 (98%) | 1(2%) | 59 |77
30 | DA 48/49 (98%) | 48 (100%) 0 100] ['z00
31 | EA 59/62 (95%) | 58 (98%) | 1(2%) | 60 |79
32 | FA A7/48 (98%) | 46 (98%) | 1(2%) | 53 T4
33 | QA | 45/49 (92%) | 45 (100%) 0 100] [100
34 | HA | 38/38 (100%) | 38 (100%) 0 100 | [ 100

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
35 IA 51/52 (98%) 51 (100%) 0 |
36 JA 34/34 (100%) | 34 (100%) 0 100 | 100
38 | MA | 284/302 (94%) | 279 (98%) | 5 (2%) 59 |77
30 | OA | 186/199 (94%) | 186 (100%) 0 100] [100
40 PA 170/190 (90%) | 165 (97%) | 5 (3%) 42 66
41 QA 172/173 (99%) | 170 (99%) | 2 (1%) 71 |84/
42 | RA 119/126 (94%) | 116 (98%) | 3 (2%) 47 70
43 SA 87/112 (78%) 85 (98%) | 2 (2%) 50 71
44 TA 124/129 (96%) | 123 (99%) | 1 (1%) 81189
45 | UA 104/105 (99%) | 104 (100%) 0 100
46 VA 105/107 (98%) | 103 (98%) | 2 (2%) 57 |76
47 | WA | 86/90 (96%) | 85 (99%) | 1(1%) | 71 |s4| |
48 | XA 89/99 (90%) 87 (98%) | 2 (2%) 52 72
49 | YA 103/104 (99%) | 99 (96%) | 4 (4%) 32 60
50 ZA 92/96 (96%) 91 (99%) 1 (1%) 731185
51 AB 83/84 (99%) 76 (92%) | 7 (8%) 11} 40
52 BB 76/77 (99%) 74 (97%) | 2 (3%) 46 69
53 CB 65/65 (100%) 61 (94%) | 4 (6%) 18] 49
54 | DB 74/78 (95%) 73 (99%) 1 (1%) 67 |82
55 EB 56,65 (86%) 55 (98%) 1 (2%) 59 |77
56 FB 70,79 (89%) 69 (99%) 1 (1%) 67 |82
57 | GB 65,66 (98%) 64 (98%) 1 (2%) 65 | 81
58 | HB 55/61 (90%) 54 (98%) 1 (2%) 59 |77
All | ALl | 5312/5525 (96%) | 5226 (98%) | 86 (2%) 64 | 80

5 of 86 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
44 TA 121 ASN
51 AB 79 LEU
46 VA 105 ARG
49 YA 93 ARG
52 BB 19 ASN
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Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 83
such sidechains are listed below:

Mol | Chain | Res | Type
39 OA 177 ASN
50 ZA 99 GLN
41 QA 88 ASN
44 TA 121 ASN
53 CB 40 ASN

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 A 1538/1539 (99%) 222 (14%) 5 (0%)
2 B 2902/2903 (99%) 387 (13%) 8 (0%)
3 C 119/120 (99%) 18 (15%) 1 (0%)
37 KA 18/27 (66%) 3 (16%) 0
4 D 76/77 (98%) 10 (13%) 0
4 LA 76/77 (98%) 8 (10%) 0
All All 4729/4743 (99%) 648 (13%) 14 (0%)

5 of 648 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 A 3 A
1 A 6 G
1 A 9 G
1 A 22 G
1 A 32 A

5 of 14 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
2 B 1020 A
2 B 1130 U
3 C 66 A
2 B 2326 C
2 B 2756 U

5.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA/RNA residues in this entry.
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5.5 Carbohydrates (i)

There are no monosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

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

This section contains visualisations of the EMDB entry EMD-7970. 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)

This section was not generated.

6.2 Central slices (i)

This section was not generated.

6.3 Largest variance slices (i)

This section was not generated.

6.4 Orthogonal surface views (i)

This section was not generated.

6.5 Mask visualisation (i)

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


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

This section was not generated.

7.2 Volume estimate versus contour level (i)

This section was not generated.

7.3 Rotationally averaged power spectrum (i)

This section was not generated. The rotationally averaged power spectrum had issues being dis-
played.


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

Page 42 wwPDB EM Validation Summary Report EMD-7970, 6DNC

8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.
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9 Map-model fit (i)

This section was not generated.


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