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Apr 30, 2025 — 10:15 AM EDT

906S / pdb_ 0000906s

EMD-70179

Structure of the human prohibitin complex in the closed state
Rose, K.; Herrmann, E.; Hurley, J.H.

2025-04-14

21.00 A(reported)

This is a wwPDB EM Validation Summary Report for a publicly released PDB entry.
We welcome your comments at validation@mail. wwpdb.org

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.

A user guide is available at

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

EMDB validation analysis : 0.0.1.dev118
MolProbity : 4-5-2 with Phenix2.0rcl
Percentile statistics : 20231227.v01 (using entries in the PDB archive December 27th 2023)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.43.1


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 21.00 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 - 53
Ramachandran outliers IS | D 0.2%
Sidechain outliers NN 0
Worse Better
I Percentile relative to all structures
[l Percentile relative to all EM structures
. Whole archive EM structures
Metric . .
(#Entries) (#Entries)
Clashscore 210492 15764
Ramachandran outliers 207382 16835
Sidechain outliers 206894 16415

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 A 299 n 44% 54%
1 C 299 i 45% 53%
1 E 299 i 45% 53%
1 G 299 47% 51%
1 I 299 i 45% 53%
1 K 299 i 45% 52%
1 M 299 A 43% 55%

1 O 299 A 48% 49%

Continued on next page...
W O RLDWIDE
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Continued from previous page...

Mol | Chain | Length Quality of chain
1 Q 299 n 40% 57% B
%
1 S 299 43% 5% B
1 U 299 - 46% 52% N
1 W 299 - 44% 54% N
2 B 272 43% 56% .
2 D 272 i 41% 58% .
2 F 272 n 50% 50% .
2 H 272 k 48% 51% .
2 J 272 = 46% 53% .
2 L 272 i 45% 54% .
2 N 272 - 46% 53% .
2 P 272 i 39% 60% .
1%

2 R 272 43% 57% .
2 T 272 - 42% 57% .
2 \Y 272 n 44% 54% .
2 X 272 i 50% 49% .
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2 Entry composition (i)

There are 2 unique types of molecules in this entry. The entry contains 53376 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 Prohibitin-2.

Mol | Chain | Residues Atoms AltConf | Trace
1 A 299 ggﬁgl 157 7 41;8 4(3)5 g 0 0
1 ¢ 299 ggﬁgl 157 7 41;I8 4(3)5 2 0 0
1 b 299 ggﬁla; 1407 7 4§8 4(3)5 § 0 0
1 G 299 ggﬁgl 1407 7 41§8 4(3)5 2 0 0
1 ! 299 ggﬁla; 1407 7 41;I8 4(3)5 § 0 0
1 Kk 299 ggZaSl 14?7 7 41;I8 425 § 0 0
1 M 299 532351 157 7 41§8 4(3)5 g 0 0
1 0 299 rggﬁla; 157 7 41§8 4(3)5 g 0 0
LQ 29 | pus o w8 43 s 0 0
L] 9 29| pus w8 43 s 0 0
v 29 | pus w8 43 s 0 0
LW 2 | pus w8 43 s 0 0
e Molecule 2 is a protein called Prohibitin 1.

Mol | Chain | Residues Atoms AltConf | Trace
2 B 272 5(1):)21 13(;31 31;10 480 g 0 0
2| b L I A 0 0
2| F L I 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2| H 272 5?831 1:%1 31;10 480 2 0 0
2 J 272 5?8?,1 1??31 31;10 480 2 0 0
2| L 272 5?8?,1 1??31 31;10 480 2 0 0
2| N 272 5(1)831 1:’?31 31;10 480 2 0 0
2. F 272 g(i?%l 13031 31;10 4(50 g 0 0
2| R 272 g(if%l 13031 3?0 4(0)0 g 0 0
2 T 272 g(ig;l 1:%1 31;0 4(80 g 0 0
2.1V 272 g(if%l 1:%1 31;10 4(80 g 0 0
2. X 272 g(iﬁfo,l 1?%1 3§0 4(80 g 0 0
grbB
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green = 0, yellow = 1, orange = 2

54%

wwPDB EM Validation Summary Report

44%

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:
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

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
shown in grey.

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

3 Residue-property plots (i)
e Molecule 1: Prohibitin-2

Page 6
Chain A:

\.mﬁm LETH 968 mmS ¢ ovez
9823 569 652D
$9TT [ | ¢ m&. om:, 8€¢T
€911 et | lgTH
| | | | ¢ 061 1874 9£T)
09TA 6c2a ¢ [ [ ] 95Th [ ]
[ | 822y ¢ 18d SSTL mmum
Pryatt | leed 98y | peTT
95Th 9zZA ¢ e | gy | €571 [adct
STL qzel 78Y | zetd 8y
1 fzdat l €81 1518 12T
€911 gz2h ¢ z8a [ | 9zzA
| zatd | zeey rezs 18K VTV szeI
ﬁmﬂm 122 mmmm 081 SHTA yee
ozzd 6.1 HHTA €22
9HTY 612h [ ssel | 8.d | epis fada't 6824
SHIA 81Ty L8cd LLK [543 122 | ssgL
PHIA 112V [oses | o 9.0 THTT ozed 1824
| enrs | oted Sl & 5.4 0vTA 612h | 9ses
[543 gTed v8ea 0 [ | [ | 8TTH 5824
911 $ITA €8z [ LETA [ | | ¥gea
0%TA G4 e8el 1.4 | oeT1 | [t €£82b
6£Td zred Crsen | ©oo0ud SETS HTZA 2821
8EIN 112 0821 69H veTd | ere1 | oTseN
LETA otey i €811 zizd 0821
| eeTr 602 ZETA 112b
SETS | sozb TeTY otey I
$ETd 102V MMMM ogTd mmﬂ_ \.mmz
geT1 90zd 791 6218
ZETA | gqozh el €91 STTA 90zd Y.L
Ctemd 02D EuTh 291 | | | eLe1
oetd £0TY 12%a | o19a 9211 Z0ZA TlTk
6e1a 20zh [ ozgu | 09b [ sz | | Toed | o,
8TTA | tozd 692N 65 45! 0023 0.2y
| Leia 0023 i 83 | gery [ | 692N
9211 66TV voeI [ | [241) L6TA 8920
[ se | se1d i sy TCTA | | L9Ts
52T L6TA r9es £5N 0ZTH €6TA 9921
| egid 96TV DagT, zsd [ emrs z61a | soey
[zl [ | | 154 811d 1674 %921
TZTA £6TA Lsey ~ 0ST LTTT 0678 [ |
0zTH | zeta SSci] ) 2 |oew L otta 6814 1928
| BTIS 1674 [ sseu | = 2 R STTD 8818 0921
811d 0618 vsel e LYH [ | 1871 [ |
LTT1T 6874 €gey .m 9%H ZTTd [ | 152y
| ottg 881S leses | 2 %) A $8TT 952Y
STTD 1871 rsel = vha 0178 €8TV | gsed
[ ] [ ] 05z m £vA | 6011 | z81A vazI
Z11d $811 6vel = | ewl 80TA [ | €523
iAo €8TV s T7d ot 6L11 | zazd
0TS Z8TA Lved .. [ | 9071 | sLiT 1821
6011 [ | Sipe] — 079 | sors 171 o5y
80TA 6411 SveN L .= [ eV | $0T1 918 6521
| Lotd L suar ¢ = - 81 | goTN EIAZS 8vTh
9071 LLT1 S} (@) Coa 2OTA [ ] 132D
| 018 9.TS THe1 < o 9 TOTH 69TL oved
$OTT SLTd 19TV o = . os1 007D 8911 SheN
| €OTIN | | ovea M < PN 661 1974 [ |
ZOTA 69TL 6£2D < 86a [ | [aza
TOTH 89711 821 ° (@) Lo $9T1 hiza

53%
RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W

45%

e Molecule 1: Prohibitin-2

Chain E:


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

EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 7

661
86d

968
S6D
761

061

18d
984

84
€81
z8a
T84
08I
6.1
8.d

9.0
S.4

LI

<
5]

69H

19D

%91
€91
2oL

09d
63d
8GA

4L
€GN
(4]
184

Q
ro
H

8vd
LYH
oD
SvD
vva
EVA

E
+ oo <
= — 12

8971
L9734

¥oTI
€971

09TA
LSTH

9STh
SGTL

€GTT

1978

A
SPIA
YyIA

(47455
15491
0%TA

8ETN
LETA

8T1d
LITT

STTD

C11d

0TTS

80TA

9071

70TI

2OTA

el
ey
o¥vca
6ETH

LETH
9€TH

€ecd

0€ZH
6ccd
8cey
Prédi]
9ZCA
SeeI
Yeen
etadi]
ceey
1220
0zed
612h
8T1¢H

S12d

6971

oo o 4

S8¢Td

€820
2821

0821

: Prohibitin-2

e Molecule 1

51%

47%

Chain G

661
86d

968

S6D
761

S.4

CcLI
1.4

%91
€91

09d
63d

L9734

¥oTI
€971

09TA

LSTH

el
157244
ovza
6ETH

LETH
9€TH

€ecd

6ccd
822V

9ZTA
SeeI
Yeen
etadi]
{444
1220
0zed
612h
8TTH
L1TV

S12d
4598

1

062D
6824

18¢4d

LLTN

S.Ley

CTLTK
T.2I

692N

¥9T1

T9¢s

: Prohibitin-2

e Molecule 1

53%

45%

Chain |

a2

968
69
6L

061

18d
984

8y
€81

1378
081

[
~ O~
A

0 OO - NMY LW O
A4 A NNNANNA
ANNNNANNANNN
MNOoOMOoOEOoXH>

9Lb
S.d

LI
1.4

791
€91

09b

¥o11
€971

09TA

LSTH
9STh
SGTL
PSTI
€GTT

T8TS

a4
SYTA
THIA

(47451
154591
(07498

LETA

0ETH
6214
8CTA

9CTT

¥Z11

[441i]
TCTA
0CTH

8T1d
LTTT

STTD

Z11d

0TTS

80TA

90TT

7071

2OTA

661
860

8€TT
LETH
9ETH
SETY

€ecd
[4%4

6ccd

L1TV

S12d
4598

cred
1120
(%4
60cH

902a

6971
8911
L9714

66231

LLTN

(e
6€TH

: Prohibitin-2

e Molecule 1

52%

45%

Chain K

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 8

661
86d

968
S6D
761

061

18d
984

84
€81
z8a
T84
08I
6.1
8.d

9.0
S.4

LI

<
5]

69H

19D

%91
€91
2oL

09d
63d
8GA

4L
€GN
(4]
184

Q
ro
H

8vd
LYH
oD
SvD
vva
EVA

E
+ oo <
= — 12

1,974

S9TH
¥oTI
€971
09TA

LSTH

SSTL
PSTI
€GTT

1978

A
SPIA
YyIA

(47455
15491
0%TA

8ETN
LETA

8T1d
LITT

STTD

C11d

0TTS

80TA

9071

70TI

2OTA

ovca
6€TH
8€TT

9€TH
SETY

€ecd
(454

6ccd

9zTA
SeeI
Yeen
€zeh
ceey
1220
0zed
612h
8TTH
L1TV

S12d
v1ea

6623

b & 4

€62S

0629
6824

1824

S82d

€820
2821

0821

LL2N

.21

CLTK
1,21

: Prohibitin-2

e Molecule 1

55%

43%

Chain M

k-

%91
€91
291

09d
63d
8GA
LSD

4L
€GN
(4]
1S4

o
rs
H

874
LYH
oD
SvD
vva
EVA

T4

81

S9TH

0CTH

8T1d
LTTT

STTD

Z11d

0TTS

80TA

9071

7071

COTA
TOTH

661

902d
0zh

20TA

>

0023

LBTA

€6TA

LLTT
9.L1S
SL14

TL14
6971

8971
L9714

9624
S6cI
7621

(4140

LLTN

v.L2L

CLTK
T.21

69CN

¥oT1

6ETH

: Prohibitin-2

e Molecule 1

49%

48%

Chain O

86d
968
S6D
6L
061

L8d
984

784
€81

T84
08I

II“° :
~ o~
[

9Lb
SLd

CLI
1.4

791
€91

YoTI
€971

09TA

LSTH

9STh
SSTL

€911

1818

A
SYTA
YYIA

(4458
15491
ovTA

8ETN
LETA

SETS
veTd
€ETT
CETA

oeTd
6214
8CTA

9CT11

vC11

[441)]
TCIA
0CTH

8T11d
L1771

STTh

C¢T1d

0T1S

80TA

9071

V0TI

2coTA

6671

15741
oyea

6ETH
9€TH
€ecd

6ccd
822V

9CCA
Seer
Yeen
tadi]
[444s
T22h
0zed
612h
8T1TA

S12d
4598

cred
T12h
(%4

6971
8971
L9749

6623

€6CS

0629
6824

1824

S82d

€820
2821

0821

LLen

Y.L

CTLTA
1,21

692N

: Prohibitin-2

e Molecule 1

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 9

57%

40%

Chain Q

SYTA
Yvin

(4458
15458
0vTA

8ETN
LETA

69TL
8911
1974

a2 2 2

062D
6824

18t4d
98CS
S8¢H

€8zh
2821

0821

LLTN

7k4 |

CTLTK
T.CI

69CN

1,928

921

T9zs
0921
6SGCN

LSV
96TV

o¥vca

9€TH

: Prohibitin-2

e Molecule 1

55%

43%

8%

Chain S

oo s o d

18K

69H

YCT1

[441:]
TCTA
0CTH

8T1d
L1TT

Lo 4 2 2 2 4

STT0

C¢11d

0TTS

80TA

9011

-
¢ o

20TA

661
860

b2 2 2 2

968

6024

902a

20T

002y

LBTA

E€6TA

1614
06TS
6874
88TS

1811

7811
€8TV
T8TA

6.L11

LLTT
9.8
SLT4

69TL
8911
4974

YoTI
€971

: Prohibitin-2

e Molecule 1

52%

46%

Chain U

661
86d

968

S6D
761

T84

6.1
8.d

9.b
S.4

LI
1.4

69H

91

8%y
LYH
9%d
S¥D

~ o <
© oo < NS
3 — 125 = |

7N

6971
89711
L9734

¥o1I
€971

09TA

LSTH

€GT1

1918

A
SYTA
YHIA

(47451
15491
0%TA

8ETIN
LETA

Y211

[441))
TCTA
0CTH

8T1d
LTT1

STTD

(432

0TTS

80TA

9071

7071

2OTA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 10

o o o 2 4

s 4

662X

062D
6824

1824

98¢

€82h
28C1

08T

LLTN

jZXa%

TLTK
T.2I

692N

: Prohibitin-2

e Molecule 1

54%

44%

Chain W

-

20TA

791

2oL

¢S4
TG4

IC>
)
=1

8%d
LYH
9rD
S¥D
vva
E7A

74

81

8911
1974

7911
€971

097A
LST4

9STh
SSTL

€811

1878

ia )
SYIA
428

8ETN
LETA

SETS
vETd
€eTT
CETA

0eTd
6213
8CTA

9211

211

[441i]
TCIA
0CTH

8T1d
L1171

STTD

C1id

0TS

80TA

9071

70TI

S12d
4598

c1ed
1120
orey
6024

902d

¢
¢
¢
¢
¢
¢
¢
¢

: Prohibitin 1

e Molecule 2

56%

43%

Chain B

68N

0
©
I>

980
88T
780

288

081
6.1
8LA

9LA

cL
TLS
0.4
69D
890
194
991

€93
290
TOA

8SI
L51

SSH
751

[4:

0SA
67A

L%a
4]
SPA

cvd
e
ova

9EY
SeYd
YEH
€€D
(434

0€A

8CTA

¢

S9TT
7oTI
€911
85TV
YSTT

2STa

0STA
6710

9%TA
evTy

o¥TI
6ETT

SeTa
PETL

TETA

61
€64

TeL
061

68TV
88TA
1810

S8TV
¥81d
€8TA

7814
08TL

SLTd
PLTL
€LTT

i4z44
5441

oveH
6ETH

SETT

e Molecule 2

€€2a

Prohibitin 1

58%

41%

Chain D

k-

S81
¥8a

o
0
wn

08L
6.1
8LA

9LA

cL
TLS
0.4
690
89d

991

€93
z9d
TOA

8GI
LST

SSGH
751

[4skc

@ o
& o
I>>I

Lva
9vd
STA

(471

6€d
8€I
LEA
9EV
SeY
YeH
€ed
(4334

0EA

8CA

0Td

8GTV

¥STT

2S1d

0GTA
671D

9YTA

evTY

OvTI
6ETT

SETa
verd

TETA
0ETA

L2111
¥C1L
€CTL
{4458

0gTd
61T

ST1d
12228

OTTI

80TL

90TI

¥0Td
€071

T0TS
00TV
66A
86d
L6¥
964
S61

€64
261

061
68N
88A

980

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 11

1228

geey

902h

022

20Ty

00ZA

86T4d

TLTh

ovey
6€cd

9€TI
SETT

TETH
TETV

e Molecule 2

6cey
8¢T1

Prohibitin 1

50%

50%

Chain F

881
¥8a
| oesM |
z8s 85TV
| 18D |
081 $ST1
61T | es1@
SN ¢STa
s [ 1818
9N 0STA
- 6710
o wﬂ.;
1.8
o mﬂﬂm
69D
89a -
194 OvTI
99T 6ETT
] |
€9) 9€1a
zoh yET
L ﬁﬂir
ﬂmH OETA
LST -
| o9sd ZGH
SSH -
5L 1L
I €CTL
zsT {4431
e L 1eis
0sA o0ztd
671 6111
e 1
1%a sT1a
9% YITA
SYA -
0TTI
| 601s
(42 80TL
19 2014
ova 9071
684 | qoty
8eT Y01d
LEN €071
Sed
vEH ooty
een 66A
86d
ﬂg L6d
| oeeN el
8Tk S61
761
.. €64
T6T
.. 161
¢ 061
.. 68N
‘. 88A
|oeN
¢ 980

L5444

ovex

6€TY

SGETT

CTETH

TLzd
0L2T
6920
8921
19271
99ZA

92h

(444

0921
6SCA
85Tl
1821

8¥ey
LyTI

i474 4

: Prohibitin 1

e Molecule 2

51%

48%

Chain H

68N

o
[
I>

98b
$81

<
@
IQ

288

08L
6.1
8LA

9LA

cLd
TLS
0.4
690
890
194
991

€9
z9b
TOA

8SI
LS1

SSH
7SL

[4skc

0SA

L%a

Sed

€€D
CEV

0EA

8CA

¢

0STA
6710

9YTA
eVTY

0¥%TI
6ETT

SETAQ
YETd

TETA
0ETA

€64
261
TeL
061

vvey
evey

o

6ecd

9€CI
S€TT

TETH
Te€TY

8¢C1

04271
692h
8921
19271
992A
S92S
$9zh

T92d
0921
6SCA
852l
LSTI

vscs
7821

iz
L¥2CI

: Prohibitin 1

e Molecule 2

53%

0 o
© ©
I:‘o

46%

Chain J

68N

©
0
=

980
S87T

sy
@
a

288

08L
6.1
8LA

9LA

991
£9)
4:1v]
TOA

8SI

~
0
|

¥S1

[4skc

0SA
67A

Lva
4]
SYA

(47

6€ed
8€I
LEA
9EY
SeEY
¥€H
€€D
(4%

0EA

8CA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 12

1914

8GTV
LSTd

Y511

2STa

0STA
6710

9%TA
evTy

0¥TI
6ETT

SETA

6SCA
85CL

ovex
6€TH
8€TT

: Prohibitin 1

e Molecule 2

54%

45%
[

Chain L

3

061
68N

oel
g
II>

980
S81

<
0
=]

28s

~
wn
I'-I

YSL

[4sics

0SA
67A

Lva
i)
SYA

Seyd
YeH
€€D

0EA

8CA

¥oTI
€971

1914

85TV
LSTd

7511

2STa

0STA
6710

9%TA
EVTY

0¥TI
6ETT

SETA
YETL

TETA
0ETA

4211
YTl
€CTL
{4425

0ctd
6111

S11Q
74278

0TTI

80TL
1074
90TI

%0Td
€011

1018

661
86d
Led
964
S61
761
€64
261
TeL

S9TT

¢

0L21
6920
8921

992/

9zb

T9¢d
09271
6SCA
852l

T821

8y
LyCI

vvev
evey
[444cs

ovex
6€TH

9€CI
S€TT

: Prohibitin 1

e Molecule 2

53%

46%

Chain N

3

88A

98b
S81

N <
0 0
0w [=]

08L
6.1
8LA

0.4
690
890
194
991

€94
290
TOA

891
L91

GSH

8CTA

€971

85TV

oveH
6€TH

SETT

CTETH
Tecy

8¢C1

o=z

[4°1414

Prohibitin 1

0921

L%CI

e Molecule 2

s¥vea

60%

39%

Chain P

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 13

69D

ToA

85I

~
7}
=

SSH
751

[4:

0SA
67A

L%a
4]
SPA

IQ‘
s
o

cvd

o%a
6€d
8€1
LEA
9EV
SeY
YEH
€€D
(434

0€A

8CTA

7511

2¢STa

0STA

902h

20Ty

00ZA

1674
96TV

76T

{4358

68TV
88TA

N M
© © O
[SENES]
<o

98TH
98TV
v8Td

28TV
1874

6.14
8.74

1914

85TV
LSTd

(k4]
TLed
0L21
6920
89271
19271
992/

09271
6SCK
8521l

{414y
1521

8y
LTI

igac
vvev
L5444

Prohibitin 1

ovex
6€TY
8€TT

GETT

TETH
Teey

821
praay

e Molecule 2

11%

57%

43%

Chain R

3

88A

+In
98b
981
78Q

<
T
=1
I

2sta

OO OO OOOOO

e o o & & 2 & & 2

68N

85TV

Prohibitin 1

igace
4744
444

e Molecule 2

57%

42%

Chain T

3

68N
88A

98d
S81

<
0
=]

288

08L
6.1
8LA

9LA

9L

[4:x

0SA
67A

Lva
i)
SvA

i:

cvd

ova

8€1
LEA
9eY
geyd
YEH
€€D
(43

0EA

8CTA

S9TT
¥oTI
€911
85TV
YSTT

2STa

0STA
6710

9%TA
evTy

0¥TI
6ETT

SETA
PETL

TETA

TeL
061

YETH

CTETH

1674

7613

26T

68TV
88TA

981X

: Prohibitin 1

e Molecule 2

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-70179, 9065

wwPDB EM Validation Summary Report

Page 14

54%

44%

Chain V

3

98b
81

<
5]
[=]

288

08l
6.1
8LA

9LA

[k}
TLS
0L4

0 O
© ©
[ e}

991
€94
4:1i]
TOA

8SI

~
0
pu |

SSH
¥SL

[4:x

0SA
67A

Lva
1]
STA

o
le
1=

ova

8€1
LEA
9eY
SeYd
YEH
€€d
(43

0€A

8CTA

0T1d

¥oTI
€911

85TV
7511
2¢STa

0STA
6710

9%TA
A

0%1I
6ETT

SETA
YeETd

TETA
0ETA

L2171
iZ4%%
€CTL
(4493

0cTd
6111

ST1d
14228

0TTI

80TL

90TI

¥0Td
€0TT

T0TS
00TV
661
86d
164
964
S6T
761
€64
261
Tl
061
68N
88A

SETT

802X
L0TY
902h
sozh

[4vacs
orace

86Td
L6TY

S6TY
7614

c61d

68TV

0421

ovex
6€TY
8€TT

e Molecule 2

9€CI

Prohibitin 1

49%

50%

Chain X

~
w0
=}

7SL

[4cic

0SA
67A

Lva
4]
STA

(47

ova
6€ed

LEA
9EV

YEH
€€D

«Q ol
o o
===

¢

9VTA

evTY

0¥TI
6ETT

SETa
vETd

TETA
0ETA

12711
YeIL
€CTL
{4928

0z1d
6111

ST1Q
74278

0TTI

T6L

LyCI

Yvey

15441

oveH

6€TH

SETT

CETH
TeTY

L2 4

¢

04271
69zh
8921

99CA

%92h
T92d
0921
6GTA
8591
1521

iza

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 15 wwPDB EM Validation Summary Report EMD-70179, 906S

4 Experimental information (i)

Property Value Source

EM reconstruction method SUBTOMOGRAM AVERAGING Depositor
Imposed symmetry POINT, C1 Depositor
Number of subtomograms used 1156 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope TFS KRIOS, TFS KRIOS, TFS KRIOS Depositor
Voltage (kV) 300, 300, 300 Depositor
Electron dose (e‘/A2) 90, 120, 120 Depositor
Minimum defocus (nm) 2000, 2000, 2000 Depositor
Maximum defocus (nm) 6000, 6000, 6000 Depositor
Magnification 43000, 64000, 42000 Depositor
Image detector GATAN K3 BIOQUANTUM (6k x 4k), FEI | Depositor

FALCON IV (4k x 4k), GATAN K3 BIO-
QUANTUM (6k x 4k)

Maximum map value 0.002 Depositor
Minimum map value -0.001 Depositor
Average map value 0.000 Depositor
Map value standard deviation 0.000 Depositor
Recommended contour level 0.0002 Depositor
Map size (A) 503.99997, 503.99997, 503.99997 wwPDB
Map dimensions 120, 120, 120 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 4.2,4.2, 4.2 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 | ¢ o7 #|Z| >5 RMSZ #|Z| >5
0.32 0/2376 0.64 1/3198 (0.0%
0.32 0/2376 0.65 1/3198 (0.0%
0.32 0/2376 0.64 1/3198 (0.0%
0.32 0/2376 0.64 2/3198 (0.1%
0.32 0/2376 0.65 2/3198 (0.1%
0.32 0/2376 0.64 1/3198 (0.0%
0.32 0/2376 0.64 1/3198 (0.0%
0.32 0/2376 0.64 1/3198 (0.0%
0.32 0/2376 0.65 2/3198 (0.1%
0.32 0/2376 0.65 2/3198 (0.1%
0.32 0/2376 0.64 1/3198 (0.0%

0.43 2/2133 (0.1% 0.81 3/2887 (0.1%

0.43 2/2133 (0.1% 0.82 4/2887 (0.1%

0.43 2/2133 (0.1% 0.82 3/2887 (0.1%

)
(0.1%)
o1
043 | 2/2133 (0.1%) | 0.81 | 3/2887 (0.1%
043 | 2/2133 (0.1%) | 0.82 | 3/2887 (0.1%
043 | 2/2133 (0.1%) | 0.82 | 3/2887 (0.1%
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(

043 | 2/2133 (0.1%) | 0.82 | 3/2887 (0.1%
043 | 2/2133 (0.1%) | 0.82 | 3/2887 (0.1%
0.43 | 2/2133 (0.1%) | 0.82 | 4/2887 (0.1%
043 | 2/2133 (0.1%) | 0.82 | 4/2887 (0.1%
043 | 2/2133 (0.1%) | 0.82 | 3/2887 (0.1%)
0.38 | 24/54108 (0.0%) | 0.73 | 56/73020 (0.1%)

(0.0%)
(0.0%)
(0.0%)
(0.1%)
(0.1%)
(0.0%)
(0.0%)
(0.0%)
(0.1%)
&
0.32 0/2376 0.64 2/3198 (0.1%)
0.43 2/2133 (0.1% 0.82 3/2887 (0.1%)
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(0.1%)
(

NI N NN PP P === =] =] =

=l < 1| | | 2| | | | | ol w| 2| | w|o|o| 2| = —| Qo Al =

—

All

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 9

Continued on next page...



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry

Page 17

wwPDB EM Validation Summary Report

EMD-70179, 9065

Continued from previous page...

Mol

Chain

#Chirality outliers

#Planarity outliers
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All
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The worst 5 of 24 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 N 43 | ARG | CB-CG | 11.44 1.86 1.52
2 J 43 | ARG | CB-CG | 11.43 1.86 1.52
2 L 43 | ARG | CB-CG | 11.42 1.86 1.52
2 T 43 | ARG | CB-CG | 11.42 1.86 1.52
2 R 43 | ARG | CB-CG | 11.41 1.86 1.52

The worst 5 of 56 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
2 \Y 43 | ARG | CB-CG-CD | 17.92 152.51 111.30
2 D 43 | ARG | CB-CG-CD | 17.92 152.51 111.30
2 L 43 | ARG | CB-CG-CD | 17.91 152.49 111.30
2 P 43 | ARG | CB-CG-CD | 17.91 152.49 111.30
2 X 43 | ARG | CB-CG-CD | 17.91 152.48 111.30
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There are no chirality outliers.

5 of 120 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
190 | SER | Peptide
191 | ARG | Peptide
228 | ALA | Peptide
45 | GLY | Peptide
66 | GLU | Peptide

= | | |

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 2345 0 2434 349 0
1 C 2345 0 2434 317 0
1 E 2345 0 2434 381 0
1 G 2345 0 2434 283 0
1 I 2345 0 2434 285 0
1 K 2345 0 2434 357 0
1 M 2345 0 2434 411 0
1 O 2345 0 2434 204 0
1 Q 2345 0 2434 604 0
1 S 2345 0 2434 411 0
1 U 2345 0 2434 298 0
1 W 2345 0 2434 363 0
2 B 2103 0 2150 339 0
2 D 2103 0 2150 446 0
2 F 2103 0 2150 211 0
2 H 2103 0 2150 262 0
2 J 2103 0 2150 335 0
2 L 2103 0 2150 286 0
2 N 2103 0 2150 336 0
2 P 2103 0 2150 549 0
2 R 2103 0 2150 349 0
2 T 2103 0 2150 359 0
2 \Y 2103 0 2150 330 0
2 X 2103 0 2150 235 0

All All 23376 0 55008 6267 0
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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 58.

The worst 5 of 6267 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)
2:H:43:ARG:CB | 2:H:43:ARG:CG 1.86 1.54
2:L:43:ARG:CG | 2:L:43:ARG:CB 1.86 1.53
2:R:43:ARG:CB | 2:R:43:ARG:CG 1.86 1.52
2:P:43:ARG:CB | 1:Q:67:GLY:N 1.70 1.52
2:T:43:ARG:CG | 2:T:43:ARG:CB 1.86 1.51

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 A 297/299 (99%) 244 (82%) 52 (18%) (0%) 37 73
1 C 297/299 (99%) 243 (82%) 53 (18%) 1 (0%) 37 73
1 E 297/299 (99%) 243 (82%) 53 (18%) 1 (0%) 37 73
1 G 297/299 (99%) 244 (82%) 52 (18%) 1 (0%) 37 73
1 I 297/299 (99%) 243 (82%) 53 (18%) 1 (0%) 37 73
1 K 297/299 (99%) 243 (82%) 53 (18%) 1 (0%) 37 73
1 M 297/299 (99%) 244 (82%) 52 (18%) 1 (0%) 37 73
1 O 297/299 (99%) 244 (82%) 52 (18%) 1 (0%) 37 73
1 Q 297/299 (99%) 244 (82%) 52 (18%) 1 (0%) 37 73
1 S 297/299 (99%) 244 (82%) 52 (18%) 1 (0%) 37 73
1 U 297/299 (99%) 244 (82%) 52 (18%) 1 (0%) 37 73
1 W 297/299 (99%) 243 (82%) 53 (18%) 1 (0%) 37 73

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 B 270/272 (99%) | 229 (85%) | 41 (15%) 0 |
2 D 270/272 (99%) | 229 (85%) | 41 (15%) 0 |
2 F 270/272 (99%) | 228 (84%) | 42 (16%) 0 |
2 H | 270/272 (99%) | 228 (84%) | 42 (16%) 0 100 [ 100]
2 J 270/272 (99%) | 229 (85%) | 41 (15%) 0 |
2 L 270/272 (99%) | 229 (85%) | 41 (15%) 0 |
2 N 270/272 (99%) | 228 (84%) | 42 (16%) 0 |
2 P 270/272 (99%) | 229 (85%) | 41 (15%) 0 |
2 R 270/272 (99%) | 229 (85%) | 41 (15%) 0 |
2 T 270/272 (99%) | 229 (85%) | 41 (15%) 0 |
2 \Y% 270/272 (99%) | 228 (84%) | 42 (16%) 0 |
2 X | 270/272 (99%) | 228 (84%) | 42 (16%) 0 100 [ 100]

All | Al | 6804/6852 (99%) | 5666 (83%) | 1126 (16%) | 12 (0%) 45 |78

5 of 12 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 279 VAL
1 C 279 VAL
1 E 279 VAL
1 G 279 VAL
1 I 279 VAL

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.

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 248/248 (100%) 248 (100%) 0
1 C 248/248 (100%) 248 (100%) 0
1 E 248 /248 (100%) 248 (100%) 0
1 G 248/248 (100%) 248 (100%) 0

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

Percentiles

oo] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

| o

I |

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

o] [T

o] [100]

o] [100]

o] [100]

Mol | Chain Analysed Rotameric | Outliers
1 I 248 /248 (100%) 248 (100%) 0
1 K 248/248 (100%) 248 (100%) 0
1 M 248/248 (100%) 248 (100%) 0
1 O 248/248 (100%) 248 (100%) 0
1 Q 248/248 (100%) 248 (100%) 0
1 S 248/248 (100%) 248 (100%) 0
1 U 248/248 (100%) 248 (100%) 0
1 W 248 /248 (100%) 248 (100%) 0
2 B 224/224 (100%) 224 (100%) 0
2 D 224 /224 (100%) 224 (100%) 0
2 F 224/224 (100%) 224 (100%) 0
2 H 224 /224 (100%) 224 (100%) 0
2 J 224/224 (100%) 224 (100%) 0
2 L 224/224 (100%) 224 (100%) 0
2 N 224 /224 (100%) 224 (100%) 0
2 P 224/224 (100%) 224 (100%) 0
2 R 224 /224 (100%) 224 (100%) 0
2 T 224/224 (100%) 224 (100%) 0
2 \Y 224/224 (100%) 224 (100%) 0
2 X 224 /224 (100%) 224 (100%) 0

All All 5664,/5664 (100%) | 5664 (100%) 0

o] [100]

There are no protein residues with a non-rotameric sidechain to report.

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 67
such sidechains are listed below:

Mol | Chain | Res | Type
1 U 283 GLN
2 \Y 55 HIS
2 X 34 HIS
1 I 268 GLN
1 I 69 HIS
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5.3.3 RNA (D

There are no RNA molecules in this entry.

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)

There are no chain breaks in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-70179. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

-

6.1.2 Raw map


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

6.2.1 Primary map

X Index: 60 Y Index: 60 7 Index: 60

6.2.2 Raw map

X Index: 60 Y Index: 60 Z Index: 60

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


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

6.3.1 Primary map

~ S

X Index: 45 Y Index: 69 7Z Index: 43

6.3.2 Raw map

X Index: 59 Y Index: 61 7Z Index: 61

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
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6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

6.4.2 Raw map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
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6.5 Orthogonal surface views (i)

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.0002.
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.

WO RLDWIDE

P

PROTEIN DATA BANK
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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 70179 msk 1l.map (O)



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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7 Map analysis (i)

This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

3 - Recommended contour
level 0.0002

Voxel count (logl0)

T T T T T T T
—0.0005 0.0000 0.000> 0.0010 0.0015 0.0020 0.0025
Map value

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
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7.2  Volume estimate (i)

Volume estimate

120000 ~

100000 ~

80000 -
— ‘olume
Recommended contour

60000 - level 0.0002

Vvolume (nm?3)

40000 ~

20000

N

T T T T I I T
—0.0005 0.0000 0.0005 00010 0.0015 0.0020 0.0025
Contour level

The volume at the recommended contour level is 10031 nm?; this corresponds to an approximate
mass of 9062 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

—— Primary map RAPS
Raw map RAPS
—4 - Reported resolution
T 21.004¢

Intensity (logl0)

=10 4

_12 -

1 | 1 I 1 1 1
0.00 0.02 0.04 0.06 0.08 0.10 0.12
spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.048 At


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

Correlation

—— -
—— i ——— -

_G.E T T T T T T
0.00 0.02 0.04 0.06 0.08 0.10 0.12

Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.048 A1

—— Author-provided FSC

Unmasked-calculated
FSC

- 0143
- 05
+ Half-bit

Reported resolution
21.00 A*


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 21.00 - -
Author-provided FSC curve | 21.14 | 28.41 22.08
Unmasked-calculated™* 29.94 | 35.34 31.55

*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 29.94 differs from the reported

value 21.0 by more than 10 %


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

Page 34 wwPDB EM Validation Summary Report EMD-70179, 906S

9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-70179 and PDB
model 906S. Per-residue inclusion information can be found in section 3 on page 6.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.0002
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 (0.0002).


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

Atom inclusion

1.0 —m————
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w
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% —— Backbone atoms
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=
2
!
[}
o
E 0.2 1
0.0
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Contour level

At the recommended contour level, 98% of all backbone atoms, 97% 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 (0.0002) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score

All 0.9740 . 0.0410

A 0.9750 I 0.0550

B 0.9980 . 0.0420

C 0.9820 . 0.0410

D 0.9870 . 0.0380

E 0.9830 I 0.0310

F 0.9770 . 0.0230 .
G 0.9950 . 0.0420

H 0.9890 . 0.0270

I 0.9880 . 0.0620

J 0.9810 I 0.0610

K 0.9940 . 0.0430

L 0.9880 I 0.0480

M 0.9850 . 0.0600

N 0.9600 . 0.0400

@) 0.9830 . 0.0490 00
P 0.9840 . 0.0300 o
Q 0.9790 I 0.0550

R 0.8820 I 0.0130

S 0.9100 I 0.0360

T 0.9550 . 0.0350

U 0.9730 . 0.0530

\Y 0.9850 . 0.0380

W 0.9570 . 0.0370

X 0.9850 . 0.0230
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