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8X48 / pdb_00008x48

EMD-38042

Cryo-EM structure of Ryanodine receptor 1 (EGTA)
Chen, Q.; Hu, H.

2023-11-15

4.00 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
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.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

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

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

The reported resolution of this entry is 4.00 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 I B
Ramachandran outliers NN W 0.1%
Sidechain outliers I 0 0.2%
Worse Better
I Percentile relative to all structures
l] Percentile relative to all EM structures
Metric Model-Map Fit Percentile Ranks Value
Q-score NN e ] D 0339
Worse Better
I Percentile relative to all EM structures
[] Percentile relative to EM structures of similar resolution
Metri Whole archive EM structures Similar EM resolution
etric
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
Q-score - 25397 7587 ( 3.50 - 4.50 )

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 5037 - 51% 14% 35%
1 B 5037 - 51% 14% 35%
1 C 5037 - 51% 14% 35%
1 D 5037 - 51% 15% 35%
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 95972 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 Ryanodine receptor 1.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 3289 23093 15289 4180 4376 139 ’ "

Total C N O S
1 B 3289 23993 15289 4189 4376 139 0 0

Total C N O S
1 C 3289 23993 15289 4189 4376 139 0 0

Total C N O S
1 D 3289 23993 15289 4189 4376 139 0 0
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35%

14%
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51%

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

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
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)
and red = 3 or more.
e Molecule 1: Ryanodine receptor 1

Page 4
Chain A: T

oy

T6EL

8981
— 0 L€90 [ ]
€224 L1€4 9€SN QI $98d
(1 9184 z8gn - A 0,98
0zeT B reed wmmm q
612A [ ored [“osed |
[eveaT] £1eS 6.EH | | |
1129 (410 8Le1 omﬁ T99M
[ etzn [ oriev 1181 1994
ored | 9281 | Lo
a1zl ]
pren [ | pLeN LvoN
LOEY TSV 9%9d
tn ks o T e
60S3 9E9N
_ ¢ | e
6020 | ¢ v0SY v£9b |84
6.b 8020 Segl ¢ mmmm [ | 95.8
e so2s . M pesT e
w MM wmmo umﬁ “ i 629
26%a
N R R I seon
[ 1 1824 ¢ omﬁ | | 8%L1
| osgT 819b 1710
[o:S 86TL 0 ze6T
€871 D ovid
mwm pms MMMM | k sv.S ¢ [ |
I cLYvYd ST94 I 6261
990 z61a CeeT | i (1
1 9.TM | | £HLA
[kl 89%1 90971 | zvia €26d
mmz ¢ $121 [sge1 [ | ] To.3 [ |
€LCH vovd 863 ovLd 0z64
SN €81S ] | gses £9vd 165H ] |
mm,_ umS 0.2 i [ | . [] 1621 2168
097 €6SH
| 8.7y wmmm 6371 ] oﬂE ¢ —
el ﬂ 9921 mmma | 8svE mmmm 6z.d 806
%92d Lsvd 8z.L4 2061
S.L1S - £ved 95%S Z8SH - -
QWS ﬂmm mmmH mmwm 183N mmE 06H
| ossd £06T
omE L5924 4 87Vl 650 TTLM 0
azs | 8ieT 1241
[ | \.WE m“g k \.mmH omE ¢ “
[zt
1A 91D 8hed YEEW zL5d 1720 ¢ ¢
ozA 2 1¥Tk | | | 9124
614 vy1d [ | 6991 [ | ¢ 5685
| | mmG zhed ¢ wmm,_ mm\.m 1180 634
st o Cotea
oms ovza ¢ 595K 01.a 608Y 04
| eeza %991 6020
Te11 8£TS ¢ €170 | gosn 80.9 ¢ 0'
[ T o zos3 LoL ¢ oo
¢
¢ 9gey ¢ TT7A | tesT 9049 ¢ see
SETY ¢ [ | 0951 [ | -
wmg | wees | «mﬂ [ | mmhs wmwm e
£eeT £33
e wm e e R
1991
90TV 0£20 0zeN 1683 | | 8291 $6.D | esgy
| | [Xdect | e1ES | oegd 9%GM [ | £6.1 z88M

86H [ | 8TEA g6ed [ | TLOA 26L1 [ |

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 5

@ & & O O oo

Ao 4

020Td

800TS

900TS

SSTTT
¥S11d

CSTTN
TST1D
0STTD

YIT0
EVTTIM
[443%

8ETTd

9ETTS

CETTM

0ETTH
9CT1H
¥cr14d
T111d

L0TTd

SOTTY

T0TTYH

660Td

7601V

26074

06074
680TA
880TM
L8074

S80TS

6L0TY

LLOTY
9,074

CLOTA

eveTd

oveTH

0ETTH

paqs |

[44%:

€eeTd
0zZTh
victa
11211

86110

96TTd
S6TTD
Y6111

TETTA
06TTd
68TT1

89TTA
L9114

7oT11

T9TTI

9STTL

TO9TH
00911

869Th

S6STT

9€STS

C0STS

S67TA

9TLTI
STLTT
€TL1a
Nﬁmﬂ.r
80.LTY4
homﬂq
70L1d
€0LTT
Noﬁﬂm
wmmﬁq
76911

08914

8LITN
LL91D

89914

999TL
mm“ﬂm
Nwmﬁm
69911
8991Q
L9911
95914

€99T1

TS9T1
099TI

8Y9TIW

L%91D

LEITI

0€9TD

S29TD

‘vAAA——AAA
S09TM

€09TA

Y.LL1d

cLLTYE
TLLTT
0LLTS
69LTL

991D
S9LTA

CYLIL

8ELTT

OELT
6CLIS

LgLtd

€TLIV

0CLT1
6TLTH
8TLTI
LTLTS

19814

S98TH

29811

6S8TA

75814

TS8TH
0S8TA
67811
8%8T1
L¥8TL

SP8TA
¥¥811

L€8TD

TE€8TD

628Td

6T8TA

L1814

S18T1

s00zh
%0024

2002d

0002s

96614

o o

996TA
S96TA
v9614d
€96T4

99614

73674

T3S6TH

8¥61a

SV6TA

8c0cyd

L2021
9zoza
erdorach
¥202d

o=z

egzoed
21024
07021

L002N

82T

£22C1

0zeel

oo o o & 4

(4544

0tzeA
60224

L0T2A
9022l
s0cea

86T
L6721

V6TCH

T6124

88TCN
L8T2N

812N

9LTCN

89TCA

2911

65721

€GTCN

6v12A

ov1ed

(44598

1€TCT

0TTZW

91121

€118

S0TCM

860CA

S oo

€9€TD

89€CI
L8€TT

vseeca
€5€TA

8vecd

TheTN
THETA
0 oveed

LEETA

g¢eed

C0€TT

662CA
862CA

962Cd
96221

[daack
18221
8LV

Llzev
9.2TV

¥.Lzea
€.221

1,221

6922H
892zh

85¢C1
L5¢e1

¥5ce1

0SzZN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 6

69721

L9%CA

1)

OO0 S> V00O

9G¥%CI

144"

[45i%4:

0S¥y

8eved

ETHTN

08€2I

LLETT

o o

mmwmq

mwwun

Nowm>

ﬁmmmm

hmmu»

hmwmn

0

[ 180eD
089gV
|
9,980
|
o9ga
|
99980
599g8
[ wooeL |
€998
29981

ﬂQMMB
899¢€)
LS9€R
wmmmm
£59¢€d
TS9EN
059€0
679EY

LY9EH

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 7

16460
mwmmm 96€S
£96EN

T 1 86.7H "

35%

14%

tor 1

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

ine recep
51%

|
oo
Ryanod

A& 4

e Molecule 1

] 1 ] ereva e
8LLEW CTEER 06073 ] MM.WM T 826¥1
Pt oree [ | 90zva | | i
. i sl sozw 6.7 .
$0THD T6.LYT
mmmms T i 1 8T6VT
0481 og6gT ¢ Sol 8eLrs mﬂmﬁ_
] 1 86T¥S ] ]
L191€0 12650 79071 [ | €871 -
[ | [] | G i 00678
z9.L8¥ 006D 09073 €6171 0874 ot
| P i . see
gg.€8 8307 88774 0418 o
WEEN LS0%H 8198 SeRul ] 5
e 9507 9817Y IE.
S68EH §S07A - MMMWM
768€D | EL [ | o
coaen 25078 08174 oA
] 15078 [ | MMMWW i
068€T A [ | i
67071 m\.mwm 6.L8VN i
0.8
h¢“¢z TL1%d -
194
42071 04171 990
1£08S
] ] i
PE0PN 99T%1 1SN
[} 5917 srost |
18071 il
omﬁ¢q €9Tvd mmmmm -
291N gl
098%Y L7054
97071 [ | 69874 [} 1
veLER [ | (£1A%S TELYT ] $T0SA el
ﬁmﬂmx mﬁmﬁ Pt ommvo wmmﬁ_ mﬂmm: 0
L00%S [ | STLVA €387 20058
mummz momg u«ﬁwz [ | TS8YL T00SL ¢
9ZLEV €00%1T wmmg mmmi 05871 Mmmww 5zs
uumm; ooﬂwz SETYd Seota mvmﬁ mmﬂﬁ €Th
[] 6661 PETPE £6979 988¥d [ |
2l
91.Le1 [ | | | | | | | 686V TTA
] 6v8eYd 966£4 £2T71 0697 92871 88674 0zA
8v8ed [ | e 2857 qz8pL 61d
Lv8ed mmmmw e [ ] wwmﬁ $Z8vH 986V [ |
] a“mwm €281 a1y
MWNMM o e m\.mﬂm 228yl $86HN
hhqu
| 1 1 1 E I
G £19%4 2867
gzged 086€T T ) | | 61879 | |
(1 ] «hmwz 9997 ST8YH 8L6VH
wwﬂmn 9L6EN o PR €48¥%T | | LT8HV | |
o m»ﬂmo e [ | Emﬁ wﬁmﬂ $m$
0487V
I i i e
womﬂ o\.mma ¢ u”:& [ | mew_ mmﬁ«o
TOTHY
9%9%T LE65T
£6.LEW 196€d $2evd | | \.oﬂi | |
996€L ¢ £2THN £e9vd [ | ££6vD

@ 0000000
-
-

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 8

0zeT1
6TCA

112D

GTCL

€T2Ch
[4143)

(O acy
602D
802D
028
9020

€0ZN
20T

86TL
L6TD

261a

€818
[4s1¢

8.74

9.18
S.LTS

6911

0STH

LYTH
971D

vvia
EVID
(4408

0o¥1a

TETT

9TTH
8011
L0TI
90TV

86H

1924

L52d

¢seh

igact
L¥TK

(444"

0%2a

8€TS

o€y
SETY

€ecl
CTETL

0€TO
[Craace

¥CCH
€eed

.

65€X
85€L

9GEM

73€D

CTSEV

0SEH
6ved

eved

6€€T

Lged
9€ed

S o <

VEEN

TEEA

LESD
9ESN

vesu
€ESN

0€ST
9281
0153

¥0sv
€084

LB6VA
267a
9871
€8V
cLvd
89¥%1

Yovd
€9%3

09%0
6571

LS
98%S
SS¥d

LEYd

€170

12572
i40728
0%V
L6€3

S6€D

T6EL

0,98

899A

c99M
T99%

9%9d

9EIN

7E90

0€9d
6294

129d
9291

8190
LTON

ST94

0TON

90971

869)
LBSH

€6SH

985S

C8SH
T8SN

650

LLST

¢LSd

6951
89571

S9SK
99T

{4k

098I

€554

TSS1

9%SM

(475
LLLA

S9.Lb

€9.d

09.LN

85,4

9G.S

8.1
LYLD

Sv.LS

EVLA

wia
0v.Ld

0ELA
6¢.Ld
82,4
SCLH
ceLM
T2L1
0Z.LH

LTL0
9T.L4

€TLS
0T.LQ
60.0
80.LD
LOLA
90.LD
coLM
989M
£89Y
S.91

CTLOA

oo

< &

& 4

A 4

€981

1180

i

608V

86.LD
L6LH

¥6.LD
€6.LT
T6.L1T
T6.L4

981D

0 ze61
62671
€260
0Z6A

2168

L

806A
L0671

706H
€061

o o 4

768D
€684

T68M

6830
8884

1881
9884

7881

e SO

z88M

8984

798d

& & O O oo

020Td

800TS

900TS

4291]
EVITN
(4742

8ETTd

9ETTS

CETTM

OETTH

9CTT1D

4%
criia
T111d
0TT7d

LOTTd

SOTTV

T0TTY

LLOTV

L

6521y

€¥CTd

[iZas’s

9€CTL

LTTTV

S2TTd

€2CT4d
0zzZTh
vicTd
11211

86110

96T1d
S6TTD
76111

[4:1a%)
T6TTA

69TT1
89TTA
L9714

Y9111

T9TTI

9STTL
GSTTT
7ST1d

CSTTW
TST1D
0STTD

18211

o & o

9€STS

0ZSTA

COSTS

S6VTA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 9

LOLTT
¥0L1d
€0LTT
COLTH
86911
76971

08974

8LITN
LL9TD

89974

999TL
S99TH

29914

69911
8991d

95974

€99T1

19911
0G9TI

8Y9TI

S09TM

€09TA

TO9TH

00971

86STH

S6STT

SLLTH
YLL1d

cLLTY
TLLTT
0LLTS
69LTL

99.1D

CvLIL

8ELTT

0ELTH
6TL1S

LTL14

¥TLID
€TLIV

0TL11
6TLTH
8TLTI

9TLII
STLTT

€710
CILIA

80LTY

19813

S98TI

298TI
6G8TA
9814
TS8TH

088TA
67811

L¥8TL

S¥8TA
79811

0¥81d
L€8TH
T€8TD
0€8TA
6281d

6T8TA

L1814

S18T1
VI8TN

80814

L6.7Y

o 2 4

966TY

996TA
S96TA
¥o614d
€967

96673

75614

TS6TH

8¥6Ta

SY6TA

(4749

62020
820z
2021
920ca
§goca
¥20zd

¢

geoed

21024

010271

L00TN

50020
70023

2002d

00028

(4344

(244
6022d

L0TTA
90TTL
s0zea

86T
L6121

¥61CH

16124

88TCN

¥8TCN

281¢I

9LTTN

89TCA

29121

6SG1C1

€GTCN

6%12A

ovred

(474198

91121

€112S

S0TCM

860CA

€9€2D

89€CI
LS€T1

vaeTA
€GETA

8¥€cd

zheTN
THETA
0 oveed

Leged

§ceed

20€TT

66CCTA
862CA

96cCa
§62C1

[444c)
T82CI
8.Lzev
Lieey
9.2V

€221

TLTTL

89221
15221

§9¢es
¥92e1

082ZCTH

8T

<>

0L¥2I
69%C1

L9%CA

LS¥T1
9S¥CI

Eiza
Psiza
[4i%4:

0S¥y

8eved

(X474

134744

. e A R e

mmwmq

mNoNa

NowN>

ﬁmmmz

hwmm>

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 10

S99€d

£99€T
0 T99€T

awmms
899€X
LS9ER
959€S
799€1
€99€4
TS9EN
089€d

679€V

LY9€H

@ V00000 OOO

8LLEW
LLLed

0LLET
29.€0

9.4

5.9

9TLEY

A A R

TTLER

SE6EM
0€6€T
126D

006€D
668€4
868€d
LB8EN
968EN
S68EH
¥68€D
€68¢ed

068€T
688€d
888€1

0g8ed
678cY
8¥8ed
L78€d

S78EN

v8e1

§¢8ed

zegea

608EN

708€1

E6LEW

T6.LED
06.LEL
68.€d

18.€d

Y90%IH

09074

85071
LSOTW
95073
SS0PA

2S0%S
T30%S

6707A

LY0%H
4407
TEOTN
TEOVT
L2071
9T0¥%1
€T0%1

L00%S
900%a

€00%1

0007
666EN

966€4

z66ed
T66€D

986EM
086€1
9L6EN
€L6€D
0.46€b

196€4
996€L

7o6€S
€96€EN

ZY6EN

ov6ed

66T7a
861¥S

15728
€6TVI

88174

98TV

12:15728

9L1%d
SL1%4

TLIvE

99171
S9Tva

€9T7d
[4°157\8

[4s)5c

8YTIvL
LY19T

1474578

8ET¥A

SETHd
veTva

€CTIVI

>

ST1¥S
(435741

80TVI
L0Tv4d

0 z0THh
TOTPY

06073
S.0%d

TLOVI

¢ | sozun |

>

EiZa7]
144700

(474728
6eCvd

ey

Yeeva
€CTYN

c1eva
902va

i 47]

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 11

T8SVA
mhmwm

hhqu
whme

whmwz
€LSVI

0LSHY

€6.7D
T6LYT

88L7S

€8LY1

0LLYS
B69.LYIW

LELYVI
CELYA
TELVI
0€LYA
STLVA

66979
86973

S69%a

€697D

06974

88971
L897A

6974
€L9%4
999¥%A
T997&
859V1
€e97d

(4l
TE9V4

veevA
816¥I
€167
TO6%1
0067a
6687a
L68Y1

06879
6887A

988%H

£88%4

S98%)

09874
988%4

€987A
2S8Y.L

05871
6¥87A

9T8Y1
ST8vL
vesvd
€871
(4453720

618%D
8T8YIW
LTI8%Y
wﬁmvH
Nﬂmvm
thvm
86.LYN

96.LVIN

LEOSS

€€0Sd

L1094

Y1084
€T0SW

20084
TO0SL
0008d
66670

S6671

6867
88674

me recep

9867V

V867N

Ryanod

28674
8L6YH
T96%0
856%D
LEBYVI
€€670

82671

1 tor 1

e Molecule 1

35%

14%

51%

Chain C

LGN

AN

LET

vex

S¢S

T2A

STY

STCL

€1CK

€818
2811

08TT

8.74

9.18
VAR

69TT

0STH

LYTM
971D

vvia
EVID

ov1a

TETT

9T

80TT

9924
99271
¥92d
92
A4S
[4:1a 8

e
L¥TK

(444"

0%2a

8E€TS

9€TY
seey

€ecI
CETL

0€Td
6gcd

j(44:¢
€ged

6TCA

112D

. .

o BB 4 4

09€eY
6G€A
8GEL

95EM

75ED

CTSEV

0SEH
6%€D

oo

6€€T

Leged
9€ed

YEEN

TISY
018
6088

oSy
€084

LBVA
2670
98¥%1
€8V
cLve
89%1

e
£9%d

09%d
6571

PAsicS
98¥S
SS¥d
6¥¥I

SYP1

€170

12578
YOvI
TOPV
L6€3

s6€d

[4:150]
18€d

9%9d

9EIN

€90

0€93
6294

129d
92971

8190
LTON

S194

9091

86S)
L6SH

€6SH

§8SS

C8SH
T8SN

6.50

LLST

TLSd

69SI
89571

S9SK
79571

2954

098I

€554

TSG1

9%SM

LESD
9€ESN

vesy
€ESN

0€SI

92ST

S9.b

€9.d

09.LN

85,4

9G.S

8¥.L1
L%LD

Sv.LS

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 12

< & <

118D

i

608V

>

708d
€081

86.D
L6LH

v6.LD
€6.LT
T6LT
T6L4

98.D

¢8.LS

0 ze61
62671
€260
0Z64

2168

L

806A
L06T

706H
€061

> o

768D
€684

T68M

6880
888H

1881
9884

>

i

0 7881

z88M

8984

v98d
€981

@ & & O o0

>

020TY

800TS

900TS

8ETTd

9ETTS

CETTM

OETTH

9CT11D

A%

T111d

L0T1d

SOTTV

TOTTH

LLOTY
9,074
SL0Td

CTLOTA

€VC1d

0vCTA

9ECTL

0ETTN

xaqa )

S¢CTd

€Terd
0zZTh
victa
11211

86110

96T1d
S6TTD
Y6111

C6TTD
T6TTA
06TTd
68111

LLTTL

>

OLTTH
691711
89TTA
L9174

PoT11

T9TTI

9STTL
SSTTT
¥S11d

CSTTH
TST10
0STTD

a1l
EVITN
Zv1Td

18211

6S2TY

76911

08914

8LITN
L1919

89914

999T.L
G99TH

29914

69911
8991d

99914

€9911

08971

8Y9TH
L¥91D

LEITH

0€9TD

G291

S09TM

€09TA

TO9TH
009711

865Th

S6ST1

26STd

065TD

SLLTH
ZWAX:S

cLLTY
TLLTT
0LLTS
69LTL

99.1D
S9LTA

0G.Td
6%.L1d

evLTY
TYLIL

8ELTT

0ELTW
6CLTS

PXIARS
€TLIV
0CLTT
6TLTH
8TLTI

9TLTI
STLTT

€TL1a
CTLIA

80.LTY
LOLTT

¥0L1d
€0LTT
COLTH

86911

19814

S98TH

298TI

6S8TA

v5814

TS8TH
088TA
67811
8%811
L%8TL

SY8TA
¥¥811

L€8TD

T€8TD

6281d

6T8TA

L1814

ST8T1
YI8TH

80874

16.74

996TA
G96TA

&

2020

6202h
8c0cyd
LeozTI
9202a
rdoacs
¥2ozd

¢

2coed

21024

07021

L00ZN

S002h
%0024

2002d

0002s

96614

> o

89613

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 13

0TZZA
6022d

L0T2A
9022L
S0zed

86TTN
L6721

¥61CH

16124

88TCN
L8TCN

812N

9LTCN

89TCA

29121

65121

€GTCTN

6¥12A

ov1ed

(44598

T€121

0ZTZ

91121

€112S

vseecn
€5€TA

8veca

TYeETN
TveTA
ovecd

LegTA

g¢eed

C0€TT

66CCA
86CCA

96¢cd
6221

[daack
18221
8.LzeV
Llzey
9Lzey
€.221

TLeTl

89¢C1
158221

§5¢Cs

(4344

meNa

e

0L¥CI
69%C1
L9%CA
LS¥TT
9G¥CI
€8¥CI
[45i%4'

om“u<
wmﬂnm
4740
Tevev
NowN>
Hmmmm
hme>
08€CI
L6%2a
MJMNO
8G€TI

LS€TT €€921

OO PO V000000

Eiza

< &

>

<&

< &

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 14

0 299€1
T99€M

859¢€X
LS9EA
wmmmm
€59€4
TS9EN
089€D

6Y9EY

LY9EH

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

L1920

29,84

§6.€9

8ELED

YELEH

TELEN

6CLEN

9TLEY

CTLEX

9.9¢ed

0.9€3

999¢ed
$99¢€d

€99€1

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

0€6€T
LT6ED

006€D
668€4
868€d
LB8EN
968EN
S68€H
768€D

0S8€b
6%8€Y
8¥8€d
L¥8€4

S¥8EN

erasiocy

ceeed

608EN

708€I

E€6.LEN

T6.LED

68LEHA
18.€0

8LLEW
LLL€9

0LLET

SS0%A

2S0vS
TS0%S

6%07A

LYOVI
444720
YEOTN

1071
0€0%1

L20%1
91071
€T071

L00¥S
9007

€0071
TOO%W
0007
666EW
966€4

66€d
T66€D

986EM
9.L6EN
€L6ED
0.L6€b

L96€d
996€L

796€S
£96EN

€961
676€Y4
ZY6EN
oveeN

SEBEM

88TVY

98TVV

15215728

9LT%d
SL1%d

cLIYE

9911
S9TYHE

€914
C9TYN

(a5

8YIvL
LY1YT

[47457%

8ETYA

SETVd

[a3574!

80TVI
L0T%3

20THh
TOTVY

06074
SL0vdE

TLOVI

7907
090%%
8G0VI

LSOV
95073

SYTT

(474749

8ETTD

veevd
£2THN

[AY47
902%d
$0ZHh

66T7a
861¥S

V6174
€6TVI

0LL¥%S
69.LYI

TELYA
TELVI
0€LYA
STLVA

6697
86973

S6970

£69%D

06974

28s7A | 689yl

[ | 889%1
6,974 189K

11871 6,974
925%T | |

| slgvd £L9%4

YLSHN TL9P)
€487 | |

9997
19974
83971

£e9vd

T06%1
00674
66870
L6871

068%D
688VA

€884

09874

96874

€587A
2S98%L

098%1
6874

928V 1
ST8YL
vcevy
€871
2T8YL

61870
8T8V
LT8YY
918%1

718%1

CI8YH

L0874

86.LYIH

96.LTN

€6.L%D

88L%S

€8LYI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 15

LEOSS
€€05d
L1084
ETOSW
20083
TOOSL
00083
66670
S66%1

6867
88674

9867V

7867N

1me recep

z867d
8L6VH
19670
8S96%D
LEBYI
€€670
82671
4457

€167

tor 1

Ryanodi

e Molecule 1

35%

15%

51%

Chain D

vex

L7129

STCL

€TCK
[4%4]

[racs
602D
802D
,02s
902D

€0ZN
COCZH

00ZM

86TL
L6TD

261da

€818
2811

08TT

8.LT4

9L1S
SL1S

6911

O0STH

L7TM
91D

v1a
EVID

0¥1a

TETT

OTTH

80TT

90TV

86H

Cc1el
0TeN

LOEY
90€%

€0€d
6621
(4144
¥8CH
114

6.cd
8.2b

9.LTM

(444

0%za

8ETS

9ETY
Seey

€eTI
CETL

0€Td
6ccd

j£44:!
€eced

02z1
6TCA

¢
¢
¢
¢
¢
¢
¢
¢
¢

o BB 2 4 & o o

85EL

95EM

75eD

(451334

0S€EH
6%ED

eved

6EET

Lged

0zex

8TEA

L1€4
91ed
STED

€1€s

9291
TSV
0184
6084

70Sv
€054

L6VA
267a
98%1
€8V
cLYe
89%1

i
€9%d

0970
6SPT

pAsice
95¥S
SSPd

LEVd

44728

€170

125728
Y0OvI
TOvV
1624

S6€d

T6eL

¢8eD

9%9d

9EIN

€90

0€93
6294

129d
92971

8190
LTON

ST19Y

0TON

90971

869)
L6SH

€6SH

§8SS

C8SH
T8SN

650

L.ST

2¢LSd

69SI
89571

G9SK
7951

2954

098I

€554

TS91

9%SM

LESD
9€SN

vesH
€ESN

0€SI

09.LN

85,4

98.8

0,98

899A

T99M
T99%

L¥ON

@ & & o o

020714

800TS

900TS

YeTTT
€ETTH
CETTM

0ETTH

9CT1H

iZ42%:

TI11d

LOTTd

SOTTY

10714

660Td

7601V

26074

06074
680TA
880TM
L,80TY

S80TS

6,074

LLOTY
9,014

SL0Td

9€TTL

L2321V

l44 %

€eeTd
0ZZTh
vicTd
11211

86110

96TTd
S6TTD
Y6111

R LDWIDE

(4339
T6TTA
06T1d

69TT1
89TTA
49113

7oTT1
19171
9STTL
SSTTT
YST1d
CTSTTH
TSTTO
0STTD
$YIT0
EVITM
cviTd
8ETTd

9€ETTS

O

PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 16

18211

65CTYd
€¥CTd

[iZass

e & o

9€STS

0ZSTA

20STS

S6VTA

08914

8LITN
LL91D

89914

99911
S99TH

29914

65911

98974

€99T1

19911
09911

8V9TI

S29TD

S09TM

€09TA

TO9TH
009711

86510

S6STT

9LLTH
SLLTH
YLL1d

cLLTY
TLLTT
0LLTS
69LT1

99.1D

67.1d

ev.LTd
CYLIL

8ELTT

0ELTH
6CL1S

LzL14d

¥TLID
€TLIV

0ZL11
6TLTH
8TLTI
9TLTI

€T.L1d
CTLIA

80LTY4
L0LT1

¥0L1d
€0LT1T
COLTH

86911

¢

898Td
19813
mwmﬁz
NwmﬁH
mmmﬁ>
¢mmﬁm
TS8TH
0G8TA
6¥811

LY8TL

SY8TA
79811

L€8TD

T€81D

628Td

6T8TA

L1814

ST18TT

YI8TH

808TY

L6L1Y4

89613
996TA
S96TA
79674
€961

96673

¥S614

T3S6Th

8¥6Ta

SY6TA

E€76T1

6E6TI

9E6TH

T€6TT

6C6TI

>

2v0zd

62020
8202y
12021
9zoza
efdorac
v2ozd

egecoed

21024

07021

L00ZN

$S002b

7002d

2002d

000Zs

oreeA
6022d

L0T2A
902TL
S0¢cd

86T
L6721

¥61CH

16124

88TCN
18TCN

¥81eN

9LTCN

89TCA

29121

65121

€GTTN

6¥12A

ov1ed

(474598

1€7CT

0ZTZW

¢

¢
¢
¢
¢
¢
¢

L5€T1

vseeca
€5€TA

8vecd

TYeETN
TveTA
oveed

LEETA

geeed

C0€TT

662CA
86CCA

96ccd
S62C1

[daack
18221
8.Lzey
Llzey
9Lzey

€.2C1

TLzCL

89¢C1
L5221

§5¢Ts
¥5ce1

052z

8TTTH

¢

L9%CA

LS¥T1
9S¥CI

Eiga
osizal
[4i%4'

(0174 4

8eved

44740

4
¢
¢
¢
¢
¢
04
¢
¢
¢
¢

2092A

1652

WO RLDWIDE
PROTEIN DATA BANK



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 17

E9SE]
C99€T

ﬂwmmz
8G9¢€N
LS9€X
wmmmm
£59¢€4
TG9EN
089€D
6V9EY

LY9EH

SO0

& 2 2

A e .  aa

0LLET

L9.€b

¢9LEY

§G.€4

TSLES

8ELED

YELEH

TELEN

COOOPPO 000000

6TLEW

9TLEY

TTLER

€TLEN

169€d

089€V

9.9¢ed

0.L9€3d

999¢€d
S99€d

SEBEM
0€6ET
Lz6€b
006D
668€d
868€d
LB8EN
968EN
S68EH
¥68€D
£68€d

688€h
888€T

0S8€b
678€Y
8%8€d
Ly8€d
SY8EN
S¢8ed
2e8ed
608EN
708€I
E€6.LEN
T6.L€D
06.LEL
68.L€d
18.€0

8LLEW
LLLed

o s

S50%A

2S0vS
1S0%S

6707A

LYOVI
YvOvIH
PEOTN

1071
0€0%T

L20%1
9T0%1
€T071

LO0YS
9007

€£00¥%T
TOOTIW
0007
666EW
966€4

266€d
T66€D

986EM
086€T
9.L6EN
€L6€0
0.L6€b

L96€d
996€L

v96€s
€96EN

£96€M1
6v6eY
ZY6EN

ov6eN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38042, 8X48

wwPDB EM Validation Summary Report

Page 18

88174

98TVY

1315728

9L1vd
SL1vd

TLIYA

0LT%I

99T%1
S9T¥d

€914
29TYN

091%1

[a]5c

8YIvlL
LYIV1

SETVd

(435748

80T¥I
L0Tv3

0 20T
TOTHA

0607
SL0va

TLOVI

Y907
0907
850¥I

LSOV
95073

Elza)]

€TTIN

902%d
$0Zvh

66173
86178

Y6174
€6TVI

68174

28S7A
mhmwh

hhmwd
whme

wwmwz
€LSVI

0LSPY

0LLYS
69.LVN

TELVI
0€LYA

STLVA

66970
86973

$697d

£69%D

06974

88971
L8974

6L974

€L97Y
TLOVA

9997A

TO9%A

89971

£e9%d

2e9¥%1
T€974

6887A

988%H

£88VA

09874
69874

968vd

€G8VA
2S8YL

088%1
67874

6E8YIN
9€8¥%0

928Y 1
ST8YL
veevy
€28Y1
(445529

618%D
8T8V
L18YY
918V1

718%1

CI8VH

L08%4

86.L7I

96.L¥I

€6.¥D

88.LYS

€8LYI

08.7d4

6687

L68YI

068%D

O

R LDWIDE
PROTEIN DATA BANK

W



Page 19

wwPDB EM Validation Summary Report

EMD-38042, 8X48

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 60110 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) 50 Depositor
Minimum defocus (nm) 1200 Depositor
Maximum defocus (nm) 2200 Depositor
Magnification Not provided
Image detector FEI FALCON IIT (4k x 4k) Depositor
Maximum map value 2.660 Depositor
Minimum map value -1.411 Depositor
Average map value -0.003 Depositor
Map value standard deviation 0.087 Depositor
Recommended contour level 0.35 Depositor
Map size (A) 523.2, 523.2, 523.2 wwPDB
Map dimensions 480, 480, 480 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.09, 1.09, 1.09 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 | o717 <5 | RMSZ #|Z| >5
1 A 0.21 | 0/24473 | 0.42 | 2/33293 (0.0%)
1 B 0.21 | 0/24473 | 0.42 | 2/33293 (0.0%)
1 C 0.21 | 0/24473 | 0.42 | 2/33293 (0.0%)
1 D 0.21 | 0/24473 | 0.42 | 2/33293 (0.0%)
All All 0.21 | 0/97892 | 0.42 | 8/133172 (0.0%)

There are no bond length outliers.

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

Mol | Chain | Res | Type | Atoms | Z | Observed(°) | Ideal(?)
1 A 2602 | VAL | N-CA-C | -6.35 104.45 110.42
1 B 2602 | VAL | N-CA-C | -6.35 104.45 110.42
1 C 2602 | VAL | N-CA-C | -6.35 104.45 110.42
1 D 2602 | VAL | N-CA-C | -6.35 104.45 110.42
1 A 1227 | ALA | N-CA-C | -6.09 101.27 110.28

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 A 23993 0 21998 527 0
1 B 23993 0 21998 525 0
1 C 23993 0 21998 521 0
1 D 23993 0 21998 532 0

Continued on next page...


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
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Continued from previous page...
Mol | Chain | Non-H | H(model)
All All 95972 0

H(added)
87992

Clashes | Symm-Clashes
2089 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 11.

The worst 5 of 2089 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)
1:A:4816:1ILE:HG23 1:A:4817:ALA:N 1.93 0.84
1:C:4816:ILE:HG23 1:C:4817:ALA:N 1.93 0.83
1:D:4055:VAL:HA | 1:D:4058:ILE:HD12 1.60 0.83
1:C:4055:VAL:HA | 1:C:4058:ILE:HD12 1.60 0.83
1:A:4055:VAL:HA | 1:A:4058:ILE:HD12 1.60 0.83

There are no symmetry-related clashes.

5.3 Torsion angles (i)
5.3.1 Protein backbone (i)

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

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 3235/5037 (64%) 2954 (91%) | 279 (9%) 2 (0%) 48 |81
1 B 3235/5037 (64%) 2954 (91%) | 279 (9%) 2 (0%) 48 |81
1 C 3235/5037 (64%) 2954 (91%) | 279 (9%) 2 (0%) 48 |81
1 D 3235/5037 (64%) 2954 (91%) | 279 (9%) 2 (0%) 48 |81
All All 12940/20148 (64%) | 11816 (91%) | 1116 (9%) | 8 (0%) 49 |81

5 of 8 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 4821 LYS
1 B 4821 LYS

Continued on next page...
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Continued from previous page...
Mol | Chain | Res | Type
1 C 4821 LYS
1 D 4821 LYS
1 A 4818 | MET

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 A 2230/4276 (52%) | 2226 (100%) | 4 (0%)
1 B 2230/4276 (52%) | 2226 (100%) | 4 (0%)
1 C 2230/4276 (52%) | 2226 (100%) | 4 (0%)
1 D 2230/4276 (52%) | 2226 (100%) | 4 (0%)
All All 8920/17104 (52%) | 8904 (100%) | 16 (0%)

5 of 16 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 D 1230 | MET
1 D 1226 PHE
1 C 510 GLU
1 D 510 GLU
1 B 4820 VAL

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 208
such sidechains are listed below:

Mol | Chain | Res | Type
1 C 533 ASN
1 C 4102 GLN
1 D 4153 HIS
1 C 760 ASN
1 C 2245 GLN



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

This section contains visualisations of the EMDB entry EMD-38042. 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: 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.


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

6.3.1 Primary map

X Index: 244 Y Index: 236 Z Index: 264

6.3.2 Raw map

X Index: 245 Y Index: 245 Z Index: 263

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 0.35.
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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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
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

4 Recommended contour
level 0.35

Voxel count (logl0)

0

T T T T T
-1.5 -1.0 =05 0.0 0.5 1.0 1.5 20 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.


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
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-15 -1.0 -0.5 0.0 0.5 1.0 1.5 2.0 2.5
Contour level

0

The volume at the recommended contour level is 1415 nm?; this corresponds to an approximate
mass of 1278 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

5.0 -

2.5 1
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= Raw map RAPS
e Reported resolution
2 07 T 4004
=
E
_?.5 -
—10.0 A
—-12.5 A -
T T T T T
0.0 0.1 0.2 0.3 0.4

Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.250 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

Unmasked-calculated
FSC

0.143
== 05
== Half-bit

Reported resolution
T 4004+

Correlation

—0.2 T T |
0.0 0.1 0.2 0.3 0.4

Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.250 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 4.00 - -
Author-provided FSC curve - - -
Unmasked-calculated™* 4.66 | 8.06 5.89

*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 4.66 differs from the reported

value 4.0 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-38042 and PDB
model 8X48. Per-residue inclusion information can be found in section 3 on page 4.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.35 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 (0.35).
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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 \
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At the recommended contour level, 94% of all backbone atoms, 89% of all non-hydrogen atoms,
are inside the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#atom_inclusion_by_contour
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9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.35) and Q-score
for the entire model and for each chain.

1.0

Chain Atom inclusion Q-score
All 0.8870 . 0.3390
A 0.8860 . 0.3390
B 0.8870 . 0.3380
C 0.8860 . 0.3390
D 0.8870 . (0.3390

0.0
W <0.0



	Overall quality at a glance
	Entry composition
	Residue-property plots
	Experimental information
	Model quality
	Standard geometry
	Too-close contacts
	Torsion angles
	Protein backbone
	Protein sidechains
	RNA

	Non-standard residues in protein, DNA, RNA chains
	Carbohydrates
	Ligand geometry
	Other polymers
	Polymer linkage issues

	Map visualisation
	Orthogonal projections
	Primary map
	Raw map

	Central slices
	Primary map
	Raw map

	Largest variance slices
	Primary map
	Raw map

	Orthogonal standard-deviation projections (False-color)
	Primary map
	Raw map

	Orthogonal surface views
	Primary map
	Raw map

	Mask visualisation

	Map analysis
	Map-value distribution
	Volume estimate
	Rotationally averaged power spectrum

	Fourier-Shell correlation
	FSC
	Resolution estimates

	Map-model fit
	Map-model overlay
	Q-score mapped to coordinate model
	Atom inclusion mapped to coordinate model
	Atom inclusion
	Map-model fit summary


