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EMDB ID : EMD-4531
Title : Cryo-EM structure of the 50S ribosomal subunit at 2.83 Angstroms with mod-
eled GBC SecM peptide
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Frangakis, A.; Schwalbe, H.
Deposited on : 2019-01-03
Resolution : 2.83 A(reported)
Based on initial model : 3JBU

This is a wwPDB EM Validation Summary Report for a publicly released PDB entry.

We welcome your comments at validation@mail. wwpdb. org
A user guide is available at
https://www.wwpdb.org/validation /2017 /EM ValidationReportHelp
with specific help available everywhere you see the (i) symbol.

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

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

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

Validation Pipeline (wwPDB-VP) : 2.49


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

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

Metric Percentile Ranks Value
Clashscore NN | - o
Ramachandran outliers NN 0 I 0.1%
Sidechain outliers I | M (0%
RNA backbone NN W 0.36
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score NN 0 o 541

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -
Q-score - 25397 11847 ( 2.33 - 3.33)

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 0 78 88% 0% -
2 1 63 79% 17%
3 2 59 85% 12%

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK


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

Page 3

wwPDB EM Validation Summary Report

EMD-4531, 6QDW

Continued from previous page...

Mol | Chain | Length Quality of chain
4 3 57 75% 21% -
) 4 55 73% 15% . 9%
6 6 46 80% 20%
7 7 65 82% 15%
8 8 38 92% 8%
9 a 120 58% 28% B PI7S
10 b 2906 61% 32% “6% -
11 c 273 81% 18%
12 d 209 89% 11%
13 e 201 88% 11%
14 f 179 68% 28% o
15 g 177 84% 15%
16 h 149 20% 5% - 74%
17 j 142 84% 16%
18 k 123 77% 22%
19 1 144 78% 21% .
20 m 136 79% 21%
21 n 127 84% 0% 6%
22 0 117 75% 23% -
23 p 115 86% 12%
24 q 118 88% 11%
25 r 103 81% 16%
26 s 110 68% 31% .
27 t 100 74% 18% 7%
28 u 104 85% 13%

Continued on next page...



Page 4 wwPDB EM Validation Summary Report EMD-4531, 6QDW

Continued from previous page...

Mol | Chain | Length Quality of chain
29 v 75 32% 53% T s%
30 w 94 86% 14%
31 y 85 68% 18% S13%
32 Z 61 n 25% 15% . 57%
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2 Entry composition (i)

There are 32 unique types of molecules in this entry. The entry contains 90690 atoms, of which 0
are hydrogens and 0 are deuteriums.

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

e Molecule 1 is a protein called 50S ribosomal protein L28.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 0 v 625 388 129 106 2 0 0
e Molecule 2 is a protein called 50S ribosomal protein 1.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 1 61 495 305 97 92 1 0 0
e Molecule 3 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 2 o7 439 276 &6 75 2 0 0
e Molecule 4 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 3 g 434 263 92 78 1 0 0
e Molecule 5 is a protein called 50S ribosomal protein L33.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
o 4 50 409 263 75 71 0 0
e Molecule 6 is a protein called 50S ribosomal protein L34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 6 46 377 228 90 57 2 0 0
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e Molecule 7 is a protein called 50S ribosomal protein L35.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 7 64 504 323 105 74 2 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 8 38 302 185 65 48 4 0 0
e Molecule 9 is a RNA chain called 5S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
9 & 118 2528 1126 464 821 117 0 0
e Molecule 10 is a RNA chain called 23S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
10 b 2888 62008 27660 11413 20047 2888 0 0
e Molecule 11 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 ¢ 271 2082 1288 423 364 7 0 0
e Molecule 12 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 d 209 1565 979 288 294 4 0 0
e Molecule 13 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 ¢ 201 1552 974 283 290 5 0 0

e Molecule 14 is a protein called 50S ribosomal protein L5.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 f 177 1410 899 249 256 6 0 0
e Molecule 15 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 & 176 1323 832 243 246 2 0 0
e Molecule 16 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 b 39 287 184 51 51 1 0 0
e Molecule 17 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
17 ) 142 1129 714 212 199 4 0 0
e Molecule 18 is a protein called 50S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 k 122 938 587 180 165 6 0 0
e Molecule 19 is a protein called 50S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 l 143 1042 648 206 186 2 0 0
e Molecule 20 is a protein called 50S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 m 136 1074 686 205 177 6 0 0

e Molecule 21 is a protein called 50S ribosomal protein L17.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 t 120 960 593 196 166 5 0 0
e Molecule 22 is a protein called 50S ribosomal protein L18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
22 © 116 892 552 178 162 0

e Molecule 23 is a protein called 50S ribosomal protein L19.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
231 p 113 908 570 177 160 1 0 0
e Molecule 24 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
241 a 17 047 604 192 151 0

e Molecule 25 is a protein called 50S ribosomal protein L21.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 : % 791 500 149 140 2 0 0
e Molecule 26 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 > 109 845 526 162 154 3 0 0
e Molecule 27 is a protein called 50S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
27 k 93 738 466 139 131 2 0 0

e Molecule 28 is a protein called 50S ribosomal protein L24.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
28 h 102 779 492 146 141 0 0
e Molecule 29 is a RNA chain called glycine-tRNA glyT.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
29 v [E 1583 707 270 531 75 0 0
e Molecule 30 is a protein called 50S ribosomal protein L25.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
01w o4 753 479 137 134 3 0 0
e Molecule 31 is a protein called 50S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
Ly & 550 348 112 98 1 0 0
e Molecule 32 is a protein called Gamma-crystallin B.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 z 26 412 266 T4 70 2 26 0

There are 26 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
z -32 MET - initiating methionine | UNP P02526
zZ -31 GLY - expression tag UNP P02526
z -30 HIS - expression tag UNP P02526
z -29 HIS - expression tag UNP P02526
zZ -28 HIS - expression tag UNP P02526
z =27 HIS - expression tag UNP P02526
z -26 HIS - expression tag UNP P02526
zZ -25 HIS - expression tag UNP P02526
Z -24 HIS - expression tag UNP P02526
z -23 HIS - expression tag UNP P02526
z -22 HIS - expression tag UNP P02526
z -21 HIS - expression tag UNP P02526

Continued on next page...

EMD-4531, 6QDW
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Continued from previous page...

Chain | Residue | Modelled | Actual Comment Reference
z 13 PHE ASN conflict UNP P02526
z 15 THR ILE conflict UNP P02526
Z 16 PRO ARG conflict UNP P02526
z 18 TRP - expression tag UNP P02526
zZ 19 ILE - expression tag UNP P02526
z 20 SER - expression tag UNP P02526
z 21 GLN - expression tag UNP P02526
Z 22 ALA - expression tag UNP P02526
zZ 23 GLN - expression tag UNP P02526
z 24 GLY - expression tag UNP P02526
Z 25 ILE - expression tag UNP P02526
z 26 ARG - expression tag UNP P02526
z 27 ALA - expression tag UNP P02526
z 28 GLY - expression tag UNP P02526

EMD-4531, 6QDW
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. A red diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: 50S ribosomal protein L28

Chain 0: 88% 10% -

e Molecule 2: 50S ribosomal protein 129

P12

0 0 O © — N
NN @ re} © N
oS = B "

Y78

Chain 1: 79% 17%

e Molecule 3: 50S ribosomal protein L30

Chain 2: 85% 12%

oo Mmoo ~ s
© Rl hol o o M <
x wn 4 =] = o (=]

e Molecule 4: 50S ribosomal protein .32

Chain 3: 75% 21% -

P N BN BN 0 o Bl o
5 © bl - N M mn < n
o = ~ -5 < Moo (=} ~

e Molecule 5: 50S ribosomal protein L33

V54
155

. I
Chain 4: 73% 15% . 9%

ey &

e Molecule 6: 50S ribosomal protein L34

S14
T24
K50
K53

3 3] <
~ £ -


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

EMD-4531, 6QDW

wwPDB EM Validation Summary Report

Page 12

20%

80%

Chain 6

50S ribosomal protein L35

e Molecule 7

15%

82%

Chain 7

508 ribosomal protein L.36

e Molecule 8

8%

92%

Chain 8

8€D

: 55 rRNA

e Molecule 9

12%

28%

58%

Chain a

€SV

TS
oSV

SYY

%0

28
< B

€0

(3]
® M
IDUI

[re)
N
ID

€20
zen

vin
%)

: 23S rRNA

e Molecule 10

6%

32%

61%

Chain b

81TV
L1TD
9110

80TH
L0TD

€0TV

TOTV
007N

86D

S6V

€60
zen

€8V

SLD
iZA 4
€LY

TLY

072D

66TV

96TV

981D
7810

LL1D

SL19
ZAN]

€910

3

6STD

95TV
SSTV

3

€¥10
(4444
1545

9TTY
STV

[44%)]
121D
ozt

€5€0

1

LYEV

EVED

T%€0

vovn
£9%D

09%V
65¥0

LGPV

1890

LYYV
ov¥d

vy

6E7Y

6C7Y

Levn

1270

81%0
LT%0

STPV
¥1%0

TI%D
907D

S0
YovV

6€5D

1

2ESY
€90

623y
8Ty

L

L1850

2514
€15V

1180
0TS0

805V

908D
S0SY

0089

¥67d

Ll

88%D
L8%0

€87V

8LYY
LLYY

Y.L%D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-4531, 6QDW

wwPDB EM Validation Summary Report

Page 13

i
SYov
Fyon

%90
1790

6E9V
8€9D

9€90

1€9D

629Y

€T9V

L7190
919V
STOV

809N
L09D

S09V

1

06580

883V
189D

83V
€830

185D

LLSV

S.80

2LSD

0,80

8980

S98Y

6550
858V

PSLY

0S.LD
670

0%.LD

9ELY
SELD

ceLy
T€LD

STLD

€CLY

6T.LD

8890

989D

%90

TL9D

+

S99D

1999

65990
8999

959V

€599

679D
879N

918D
S.80
vi80n

L

154244

%180

6080

96.LY
S6LY

€6.L0

T6LY

3

voLn
€9.LV

6G.LD

S86V

0869

3

S.L6V
v.L6Y

9960

%969
€960

096n

96D

056D
676V

LY6V

¥¥6D

1

€e6N

{44
TZen

%160
e16Y

+
L

606D

206V

i

868V
680
968N

w68y
£68D

i

6880
888Y

988N

290Tn
T1901D
090TN
6S0TV
8501

fei{0) 7o)

F

8701V
L7010

77010

CYOTY

LEOTA

SEOTN

0E0TY
6201V

L

S20TN

€201V

STOTD
71010

CT0TV

60070

L00TD

S00TD
%001D

C00TY

000TD

866Y
L1660

166D
066V
6860

986V

8TTTV
L2119

12170

61110
8TT1D

91110

7901

6YCTV

PAzas)
iz4aal

vvein
Pizaa
zvein

+

0%21d
B6ECTY
wmmﬁc
wwﬂ«c
mNmﬁo
9zeIn

71210

Nﬂmﬂu
6021
80219
L0TTY
wom~<
ﬁom~b
LBT1D

06110

68TTD

S9TTD

3

evTIn

8ETTD
LETTD
9ETTV
SETTV
TETIN

CETTN

TOETV

SSETV

€SETD

9¥eTN

9EETD

YEETD

CTEETD

0EETY

8zeTN

YTeTV

LLTTY

§.21n

v.iTtv
€.L21D

F

1921V

8SCTD
L5210
95CTV
GSTTV

¢seTd
18210
0821

€9%1D
[4si490)

L

LSPTD
9S¥1D
SSPTV

[45j4%)

i 90)

1445

154444

9EVTY
SEVTIV
YEVTD
EEVTIV
CEVTD
TEVTD
0EVTD
6CVTIV
8CY1D

F

(44241
1147444

8I¥1D
L1710

€Iv1n

TIvI0
covTn
86€TN

LBETY
96€TN

Y6ETY
88ETD
S8ETV
T8ETH
T8€TN
08ETV
0LETD
69ETV

99€TD

09STD
6SSTD
85STD

95STN

CSSTD

H

vPSIn

wsTn
0%STD
6€STD
8€STD

GESTD
YESTY
€ESTD

TESTD
0ESTY

92STD
§zsTn

TISTY
OTSTV

LOSTYV

00STD
66710
86VTV

96VTV
mmmﬁo
wwmﬂb
wwmﬁo
08%1D
8.L%10
hhmﬁc
€LVTD
TLYTY

69710

29919
owmﬂo
7991V
€59TD
TS91D
0591n
6%91Nn
8%91D
L%91D

9E9TV
€€9TD

12910
09TV

CI9TV
1191V
0191V
609TD

S09TV

209TD
T091N

86STV
LBSTD

S6STV
V651D

TBSTY
T6STN

88STV
98STN
S8STV
831D
€8STD
08STN
VLSTY
TLSTY
69STD
89STV
L9STD
99STD
S9STN

79810

€810

8.10
|
8LLTD
|
SLLTY
|
TLLI0
|
99.TD
S9LTD
|
09210
6SLTYV

9SLTYV
SSLTD

CTSLTD

0S.TD

YLV

L

9€LTD
SELTD

€ELTD
2TELID

STL1D

2TLIn

0TLTD
LTLTD
60LTD

80LTD
LOLTY

SOLTD

L691D

0891V

LL9TD
9L91D

CTL9TD

0L9TV
699TD
89919

66810

681D

888TH

98810

81810

081D
6981D

S98TH
981D

6G8TD

9681V

T881D

¥¥81D

S€8TD

T€8TY
0€8TD

0z81N

€18TD

+

€08TY
208TD
T081D
00810
66.L1D

V6.L1D

CT6LTO
T6L1V

88LTV

£€20TY

¥102D

6002V

10020
00020
66610
866TD
L6610
966TD

S86TYV
861D

6.L6TD
81610

9.L6TD
SL6T0
vL6TV
TLBTD
L9610
961D
63610

Yv61N

la4a
V61V
ov6TV

SE6TN
v€61D
E€E6TD
TEBTV

%2610

12670

8T61D
L16TV

ST6T0
Y1610

|

21610
11619
0T6TD

L1120
9T1ZH

€172n
4314
11129

60T2n
807120

%012d
€0120n
coren
1072V
00720

L602D

802V

1802V

I

O

R LDWIDE
PROTEIN DATA BANK

c¢Lozn
TL02ZD

0902H
65020

9502V
SS0TY

€£502D

15020

¥%02H
£v0zn

002D
6€£02D

LEOTY

SEOTY

L2020

W



EMD-4531, 6QDW

wwPDB EM Validation Summary Report

Page 14

18120
08T2Y
6,120

LLTTY

€L1CY

0L12n
69120
89120
L912D

S9120
%9120
€9T2D
(45114

09129
65120

9GT2ZH
S§T2n

€g72n
2ST1TH
TSV
0GT120

L%120
Eita

(47454

012D

8ETTY

9€T2N

i

veren
€ETTO
CETTH

6212
8CTTH
212D
ogren
S¢TTH
¥212d

(44541

021ZH

8.TTV
L.TTV
9.zTn
§.2TH

cLTey
TLeey

89220

99220

922D

j£[44)

TSeev

Lvzen

9%TTH
k14441

€%2TH
veTd

8ETTH
Lgzgen

€ecen
6ceey
8122D
L1gen
91TV
ST2TH

21220

I

L0zzn

€0cey
cocey

96720

€610

16720
06129

88TCY
L81CY

S872N

€8120

S9€TH

T9ETH

8G€TO

j14)

zseen
TSETD

67€CH

vvecy
E£YETD

3

6€€TY
8EETN
LEETY

veeed

62ETH

92ETY

0Z€TH
61€CH

LT€TD

STETY

£TeTY
CTETH

0T€TO
60€2N

90€2n
S0€TO

€0€2n

0ogzn

9622N
g6cen

(444§
Tecev
0622H

18220
¥8¢eHd

€82TH
[4:144

¥oven

09%2D

&4

[4i%4

mmeu
9D
mwﬂﬂb
wm“m<
vevev
EEVTD

i
L
#

125749
0EVTY
[4%41

Leven
92%Td

LT%2D

mﬁmw<
125744
(574
6072
80%2n

90%2n

S6ETH

€6€TH

Teecn
06€TY

88€TN
18ETH

98€TY
¥8€CD

[43534

08€TY

8LETD

€LETY

€€STD

[44:14/
12520
ozsey
61520

3

60529
80920

€052

86%CD

v6v2Cd

182D

98%CHD

3

82N
08¥eY

8.Lven

ELYVTY

TL%2D

£€6920

6892
88920

1,92

€192

89929
1992H

29920
1992V

¥592n
€592
2592H

T€9TH

1292

8192V
L1920

1092D
9092V

6632D

o0e6szn

9852

L

8192
L.52D

86.2n
16,20

S6.2D

€6.2D
¢6.L2d

98.29
G8.LTY

[4:7x4 |

08.L2V
6LLTD

cllen

99,20
S9.2V

coLey

LS.2Y

§5.29D
8.2V

[4:x4 |

8%.L2H

4Zx4

chLey

ovLey

LeLey
9€.L2D

0€LTY

veLen

0T.LTD

8T.2D

T1.20

€0L2D

9692

26820
0682V
68820
8882N
thN<
78820
€882V

882D
08829
6,820

1.8tV

3

04820
69820
8982D

§982n

,£820

GE8TD

1,282V

§z8ey
44141

[44:141)

S182H

9082V

7082V

0082D

6682
86820

96829

e Molecule 11

76820
£682D

508 ribosomal protein L2

18%

81%

Chain ¢

9L11

29T
T9TA

SSTV
7811

0STX
vvIA
TETW
ST

9111
STT

TTTd
0TTT

L07d

70TI

2074

00Ta

964

S8d

8LA

TLX

99a

€94
(428

€SH

LEN

sed
veT

TL2H

€92L

092N
6528

PASIAR

ey

CETH

Teed

1124

€1CM

orey
602D

0%
902D

e Molecule 12

oz

761

06TV

78TA

508 ribosomal protein L3

11%

89%

Chain d

1

00za

€6TA

3

0STh
O%TH
YETH

1214

Ll

884

1.4

508 ribosomal protein 1.4

SLY

e Molecule 13

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-4531, 6QDW

wwPDB EM Validation Summary Report

Page 15

11%

88%

Chain e:

S8TY

99T

9VTA
S71d

€VTT

TP

L}

YETT
0ETA

se1s
verd

TCTA
71Ty
901X
884
28D
TLD
694
894
[4:7\
9%
iz
14

8TL

e Molecule 14: 508 ribosomal protein L5

28%

68%

Chain f:

SETY

6C1S

LTIN

SCTH

€21a

L1771
911D

90TI

S9d
7o

GGV

081

8.1
LLT4

SLT4

TLIV

e Molecule 15: 508 ribosomal protein L6

L974

S9Td
vo1a

8GTL
LSTL
9STI
SSTL

€510

6%IA
8¥TH

VI

6€Td

15%

84%

Chain g:

9LTX

091X

LSTA

GSTH

0%TA

Le1d

CETA

0€TT

L2TL

983

6LA

LLT
9.LA

694
89V

671

3

SYH

e Molecule 16: 508 ribosomal protein L9

EVA

LET
9EL

veL

8¢9

Sl

€TA

0ZN

814

~
<

74%

5%

20%

Chain h:

e Molecule 17: 508 ribosomal protein L.13

16%

84%

Chain j:

(47498

CETH

SCTX

[44 %]
TCTY

6114
8TTH

SOTA

[40xc

e Molecule 18: 50S ribosomal protein 114

22%

—
77%

Chain k:

2TTIA
14

ETTW

()%

L0TT

S0TY

2¢0Td

68N

9LA

1.4
0.4

193

SOL

e Molecule 19: 508 ribosomal protein L15

€9A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-4531, 6QDW

wwPDB EM Validation Summary Report

Page 16

21%

78%

Chain 1:

e Molecule 20: 50S ribosomal protein L16

21%

79%

Chain m:

8CTL

€CTA

ozTY

L1174

vo1a

007X

9EA
SEV

e Molecule 21: 508 ribosomal protein L17

€e1

81y

—
6%

10%

84%

Chain n:

001D

16V

TON

6GS

6vd

SvH

[472:1

6ed

€ZN
{44

e Molecule 22: 50S ribosomal protein L18

(4]
6TV

23%

75%

Chain o:

L114
91T

T11d
664

06A

8834

690
8934

+

PSA
€91
(4]

67A
871
L¥A
ova
Ty
0¥%I
6EA
9€X
6CH

1t
oL

0zd

e Molecule 23: 508 ribosomal protein L.19

811
LT3

STY

1TV

12%

86%

e Molecule 24: 50S ribosomal protein L20

TTTY

60TH

907X

€0TH

Chain p:

11%

88%

Chain q:

*

€01

66Y

e Molecule 25: 508 ribosomal protein L21

160

26d

794

zsb

6%a

62S

YCA

LTI

STH

94

+
=

16%

81%

Chain r:

20Ts

TLA

09%
651
83A
199

e Molecule 26: 508 ribosomal protein 122

ovd

(444
15729
[0}

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-4531, 6QDW

wwPDB EM Validation Summary Report

Page 17

31%

68%

Chain s:

60TQ

90TA
SOTA
70Tl
€0TI
COTH

00TL
1671
c6d
S8I
784
€84

188
08d

L.a
9LA

LI
eLN

e Molecule 27: 50S ribosomal protein L23

7%

18%

74%

Chain t:

784

831

6.d

9.4

LI

694

e Molecule 28: 508 ribosomal protein 124

L9A

13%

85%

Chain u:

00TS

984

28y
780

PLN

7oV

{4

96D

LYY

6€1
8€D

£eX

LeN

E€TA

e Molecule 29: glycine-tRNA glyT

15%

w ©
[T Y]
(S

53%

32%

Chain v:

99D

790
€99

090

SLV

T
0LD

890
19D

e Molecule 30: 508 ribosomal protein 125

14%

86%

Chain w:

£64

¢8R
78d

0LI
990d

8SS
LSA

isict
150
(4748
0¥%I
sed

82V

e Molecule 31: 508 ribosomal protein L27

13%

18%

68%

Chain y:

o
©
H

081

L

79a

63T

LSH
95a
94

3

e Molecule 32: Gamma-crystallin B

0SN
67V
87D
€71
ovd
EEV

6T

57%

15%

25%

Chain z:

O

R LDWIDE
PROTEIN DATA BANK

W



Page 18 wwPDB EM Validation Summary Report EMD-4531, 6QDW

[} w0 © I~
o0 i RESES
[ 2} H e <

S10
P16
I19



Page 19

wwPDB EM Validation Summary Report

EMD-4531, 6QDW

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 196254 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) 1.66 Depositor
Minimum defocus (nm) Not provided
Maximum defocus (nm) Not provided
Magnification Not provided
Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
Maximum map value 0.257 Depositor
Minimum map value -0.121 Depositor
Average map value -0.000 Depositor
Map value standard deviation 0.006 Depositor
Recommended contour level 0.002 Depositor
Map size (A) 503.99997, 503.99997, 503.99997 wwPDB
Map dimensions 480, 480, 480 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.05, 1.05, 1.05 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 | pyie71 171 <5 | RMSZ #|Z| >5
1 0 0.60 0/635 0.62 0/848
2 1 0.45 0/496 0.56 0/660
3 2 0.56 0/443 0.73 1/593 (0.2%)
4 3 0.67 0/440 0.62 0/588
5 4 0.42 0/416 0.65 1/554 (0.2%)
6 6 0.73 0/380 0.60 0/498
7 7 0.65 0/513 0.60 0/676
8 8 0.66 0/303 0.71 0/397
9 a 0.50 0/2824 0.53 0/4402
10 b 0.67 | 0/69444 | 0.53 | 6/108322 (0.0%)
11 C 0.63 0/2121 0.62 0/2852
12 d 0.63 0/1586 0.65 0/2134
13 e 0.58 0/1571 0.66 0/2113
14 f 0.38 | 0/1434 | 0.72 0/1926
15 g 041 | 0/1343 | 0.64 | 1/1816 (0.1%)
16 h 0.40 0/290 0.74 0/392
17 j 0.59 0/1152 0.55 0/1551
18 k 0.58 0/947 0.62 0/1268
19 1 0.60 0/1051 0.66 2/1400 (0.1%)
20 m 0.59 0/1093 0.58 0/1460
21 n 0.65 0/973 0.69 0/1301
22 o 0.42 0/902 0.69 0/1209
23 p 0.54 0/920 0.55 0/1231
24 q 0.70 0/960 0.61 0/1278
25 r 0.57 0/803 0.59 0/1070
26 S 0.61 0/852 0.57 0/1142
27 t 0.50 0/744 0.62 2/994 (0.2%)
28 u 0.45 0/787 0.75 0/1051
29 4 0.33 0/1764 0.56 0/2744
30 w 0.47 0/766 0.59 0/1025
31 y 0.63 0/566 0.70 0/750
32 z 0.22 0/426 0.52 0/578
All All 0.64 | 0/98945 | 0.56 | 13/148823 (0.0%)

EMD-4531, 6QDW
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There are no bond length outliers.

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

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(°)
5 4 5 ILE N-CA-C | -747 105.08 112.17
15 g 7 ILE N-CA-C -7.09 105.62 112.29
10 b 1301 G C2-C3’-03’ | 6.89 124.03 113.70
3 2 44 ILE N-CA-C -6.51 106.45 112.96
27 t 17 SER CA-C-N 6.42 133.80 121.54

There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 0 625 0 652 5 0
2 1 495 0 026 7 0
3 2 439 0 482 3 0
4 3 434 0 445 10 0
) 4 409 0 440 6 0
6 6 377 0 418 9 0
7 7 504 0 072 10 0
8 8 302 0 341 3 0
9 a 2528 0 1283 49 0

10 b 62008 0 31189 464 0
11 ¢ 2082 0 2154 34 0
12 d 1565 0 1616 16 0
13 e 1552 0 1619 22 0
14 f 1410 0 1444 69 0
15 g 1323 0 1371 15 0
16 h 287 0 307 6 0
17 j 1129 0 1162 16 0
18 k 938 0 1012 15 0
19 1 1042 0 1121 21 0
20 m 1074 0 1157 20 0
21 n 960 0 1000 10 0
22 0 892 0 923 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
23 p 908 0 956 11 0
24 q 947 0 1019 10 0
25 r 791 0 811 12 0
26 s 845 0 909 24 0
27 t 738 0 807 12 0
28 u 779 0 831 9 0
29 \4 1583 0 807 35 0
30 w 753 0 780 9 0
31 y 559 0 D75 13 0
32 z 412 0 398 12 0
All All 90690 0 59127 854 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 6.

The worst 5 of 854 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)
10:b:511:U:C3’ 10:b:512:G:HY’ 1.67 1.22
13:€:137:LYS:0O | 13:e:138:LEU:CG 1.90 1.19
29:v:53:U:H2’ 29:v:54:U:HY’ 1.25 1.15
13:€:137:LYS:0O | 13:e:138:LEU:HG 0.97 1.14
10:b:511:U:03’ 10:b:512:G:HY’ 1.49 1.11

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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

entries.

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 0 75/78 (96%) | 74 (99%) | 1 (1%) 0 100 [ 100]
2 1 59/63 (94%) 53 (90%) 6 (10%) 0 100 § § 100

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 2 55/59 (93%) 51 (93%) | 4 (7%) 0 |
4 3 53/57 (93%) 51 (96%) | 2 (4%) 0 |
5 4 48/55 (87%) 47 (98%) | 1 (2%) 0 |
6 6 44/46 (96%) | 41 (93%) | 3 (7%) 0 100 | 100]
7 7 62/65 (95%) 56 (90%) | 6 (10%) 0 |
8 8 36/38 (95%) | 35(97%) | 1 (3%) 0 100 ] [100]
11 c 269/273 (98%) | 257 (96%) | 12 (4%) 0 |
12 d 207/209 (99%) | 190 (92%) | 17 (8%) 0 |
13 e 199/201 (99%) | 186 (94%) | 12 (6%) | 1 (0%)

14 f 175/179 (98%) | 154 (88%) | 20 (11%) | 1 (1%)

15 g 174/177 (98%) | 161 (92%) | 12 (7%) | 1 (1%)

16 | h 37/149 (25%) | 33 (89%) | 4 (11%) 0 [100] [100]
17 ] 140/142 (99%) | 133 (95%) | 7 (5%) 0 |
18 k 120/123 (98%) | 112 (93%) | 8 (7%) 0 (100 | 100]
19 1 141/144 (98%) | 129 (92%) | 12 (8%) 0 100 ] [ 100]
20 | m | 134/136 (98%) | 129 (96%) | 5 (4%) 0 [100] [ 100]
21 n 118/127 (93%) | 105 (89%) | 13 (11%) 0 (100 [ 100]
92 0 114/117 (97%) | 104 (91%) | 10 (9%) 0 100 ] [100]
23 p 111/115 (96%) | 106 (96%) | 5 (4%) 0 (100 [ 100]
24 q 115/118 (98%) | 114 (99%) | 1 (1%) 0 100 ] [ 100]
25 r 05/103 (92%) | 85 (90%) | 10 (10%) 0 100 | 100]
26 s 107/110 (97%) | 103 (96%) | 4 (4%) 0 |
27 ¢ 01/100 (91%) | 84 (92%) | 7 (8%) 0 100 ] [ 100]
28 u 100/104 (96%) | 80 (80%) | 20 (20%) 0 100 | 100}
30 W 92/94 (93%) 89 (97%) | 2(2%) | 1 (1%)

31 y 72/85 (85%) | 67 (93%) | 5 (7%) 0 (100 [100]
32 z 48/61 (79%) | 38 (79%) | 10 (21%) 0 100 ] [ 100]
All | ALl | 3091/3328 (93%) | 2867 (93%) | 220 (7%) | 4 (0%)

All (4) Ramachandran outliers are listed below:

Mol | Chain | Res Type

13 e 138 | LEU
Continued on next page...
gPDEB
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Mol | Chain | Res | Type
14 f 171 ALA
30 w 66 ASP
15 g 46 ALA

5.3.2 Protein sidechains (1)

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

entries.

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 0 67/68 (98%) 66 (98%) 1 (2%) 57 |77
2 1 54/55 (98%) 54 (100%) 0 100 | | 100
3 2 47/49 (96%) 46 (98%) 1 (2%) 47 70
4 3 46/48 (96%) 46 (100%) 0 100 | 1 100
5 4 45/49 (92%) 44 (98%) 1 (2%) 45 69
6 6 38/38 (100%) | 38 (100%) 0 |
7 7 51/52 (98%) 49 (96%) | 2 (4%) 28 53
8 8 34/34 (100%) | 34 (100%) 0 100] [100
11 c 216/218 (99%) | 215 (100%) | 1 (0%) 81/ 190]
12 d 164/164 (100%) | 162 (99%) | 2 (1%) 63 |80
13 e 165/165 (100%) | 163 (99%) | 2 (1%) 63 |80
14 f 148/150 (99%) | 144 (97%) | 4 (3%) 39 63
15 g 137/138 (99%) | 136 (99%) | 1 (1%) 76 |88
16 h 30/114 (26%) 29 (97%) 1 (3%) 33 58
17 j 116/116 (100%) | 116 (100%) 0
18 k 103/104 (99%) | 103 (100%) 0 |
19 1 102/103 (99%) | 102 (100%) 0 [100] [ 100
20 m 109/109 (100%) | 108 (99%) | 1 (1%) 70
21 n 100/103 (97%) | 100 (100%) 0 100
22 0 86/87 (99%) 85 (99%) 1 (1%) 63 |80
23 p 98,100 (98%) 97 (99%) 1 (1%) 68 |83

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
24 q 89/90 (99%) | 89 (100%) 0 100 [ 100
25 r 82/84 (98%) 81(99%) | 1(1%) | 63 |80
2% s 92/93 (99%) 91 (99%) | 10%) | 65 |81
27 ¢ 80/84 (95%) 79 (99%) | 1(1%) | 61 |79
28 u 83/85 (98%) | 83 (100%) 0 [100] [100]
30 | w 78/78 (100%) | 78 (100%) 0 100 [ 100
31 y 55/63 (87%) 54 (98%) | 1(2%) | 51 |74
32 z 44/53 (83%) 38 (86%) | 6 (14%) 3|17
Al | Al | 2559/2604 (95%) | 2530 (99%) | 29 (1%) | 65 |81

5 of 29 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
15 g 43 VAL
32 z 25[A| ILE
22 0 67 ASN
32 z 11|B] | ARG
20 m 75 GLU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 41

such sidechains are listed below:

Mol | Chain | Res | Type

22 0 98 GLN

26 s 7 HIS

23 p 56 HIS

24 q 71 GLN

26 s 40 ASN

5.3.3 RNA (O

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
10 b 2882/2906 (99%) 767 (26%) 0
29 4 74/75 (98%) 37 (50%) 0
9 a 116/120 (96%) 33 (28%) 0
All All 3072/3101 (99%) 837 (27%) 0

5 of 837 RNA backbone outliers are listed below:

EMD-4531, 6QDW
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Mol | Chain | Res | Type
9 a C
9 a D U
9 a 7 G
9 a 9 G
9 a 13 G

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)

There are no oligosaccharides 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)

The following chains have linkage breaks:

Mol

Chain

Number of breaks

10

b

2

All chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 b 511:U 03’ 512:G P 2.42
1 b 512:G 03’ 513:A P 2.26
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-4531. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map

The images above show the map projected in three orthogonal directions.
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 240 Y Index: 240 Z Index: 240

6.2.2 Raw map

X Index: 240 Y Index: 240 Z Index: 240

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

6.3.1 Primary map

X Index: 229 Y Index: 207 Z Index: 231

6.3.2 Raw map

X Index: 230 Y Index: 207 Z Index: 231

The images above show the largest variance slices of the map in three orthogonal directions.
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6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

6.4.2 Raw map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.
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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 0.002.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

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

6.6 Mask visualisation (i)

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

g Recommended contour
level 0.002

Voxel count (logl0)

T T T T T T I
-0.10 -0.05 0.00 0.05 010 0.15 0.20 0.25
Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.
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7.2  Volume estimate (i)

Volume estimate
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T T I I I I I
—0.10 —-0.05 0.00 005 010 015 020 0.25
Contour level

The volume at the recommended contour level is 35519 nm?; this corresponds to an approximate
mass of 32085 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 0.353 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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8 Fourier-Shell correlation (i)

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

8.1 FSC (D

FSC

—— Author-provided FSC

Unmasked-calculated
FSC

-= 0143

== 05

— = Half-bit
Reported resolution
2.83 A

Correlation

T T
0.0 0.1 0.2 0.3 0.4 0.5
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.353 A1


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

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 2.83 - -
Author-provided FSC curve | 2.83 | 3.06 2.86
Unmasked-calculated™ 3.22 | 4.36 3.30

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 3.22 differs from the reported

value 2.83 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-4531 and PDB
model 6QDW. Per-residue inclusion information can be found in section 3 on page 11.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.002
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 (0.002).

WO RLDWIDE

er

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#qscore_mapped_model
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#ai_mapped_model
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9.4 Atom inclusion (i)

Atom inclusion
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At the recommended contour level, 99% of all backbone atoms, 99% 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 (0.002) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.9890 B 0.5410
0 0.9880 B 0.5580
1 0.9770 B 0.4710
2 0.9980  0.5990
3 0.9950 m 0.5550
4 0.9680 B 0.5120
6 0.9920 B 0.6080
7 0.9960 B 0.6150
8 1.0000 B 0.5820
a 0.9930 B 0.5000
b 0.9910 m 0.5510 iy
¢ 0.9930 m 0.5910 '
d 0.9890 B 0.5650
e 0.9850 = 0.5240
f 0.9830 . 0.3410
g 0.9870 . 0.4600
h 0.9790 . 0.4550
j 0.9950 m 0.5910
k 0.9920 B 0.5730
1 0.9850 B 0.5590 00
m 0.9940 = 0.5920 e
n 0.9940 B 0.5660
0 0.9880 B 0.4670
p 0.9840 m 0.5340
q 0.9970 w 0.6130
T 0.9900 B 0.5800
S 0.9930 B 0.5770
t 0.9890 B 0.5100
u 0.9840 . 0.4570
4 0.9260 . 0.2810
w 0.9930 m 0.5560
y 0.9910  0.5980
z 0.8500 . 0.2500
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