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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 4.20 A.

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

Metric Percentile Ranks Value

Clashscore 0 I 21
Ramachandran outliers | D 2.9%
Sidechain outliers I 0.6%

Worse Better
0 Percentile relative to all structures

[l percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 125131 1336
Ramachandran outliers 121729 1120
Sidechain outliers 121581 1026

The table below summarises the geometric issues observed across the polymeric chains. The red,
orange, yellow and green segments on the bar indicate the fraction of residues that contain outliers
for >=3, 2, 1 and 0 types of geometric quality criteria. A grey segment represents the fraction
of residues that are not modelled. The numeric value for each fraction is indicated below the
corresponding segment, with a dot representing fractions <=5%

Mol | Chain | Length Quality of chain

1 A 5037 44% 26% . 27%

1 C 5037 44% 26% . 27%

1 E 5037 44% 26% . 27%

1 G 5037 44% 27% . 21%

2 B 108 60% 38% -
2 D 108 61% 37% -
2 F 108 63% 35% -
2 H 108 64% 34% -
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 111000 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
! A 3660 ;F609t ?; 17?07 4(15\21%2 4907 1 1?7 0 0
1 ¢ 3660 ;F609t ?; 17?()7 4(15\;2 4907 1 1?7 0 0
! B 3660 5605 fb; 17?07 4(15\2132 4907 1 127 0 0
! G 3660 ;605 ?; 17?()7 4(15\;2 4;; 1 127 0 0

e Molecule 2 is a protein called Peptidyl-prolyl cis-trans isomerase FKBP1A.

Mol | Chain | Residues Atoms AltConf | Trace
IR T HIEEE
2 | D | W e e s 4| 0| O
IR E T HERE
IR E T HERE

e Molecule 3 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
3 a 1 Toltal Zln 0
3 A 1 Toltal Zln 0
3 C 1 Toltal Zln 0
3 B 1 Toltal Zln 0
PR
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for

a chain summarises the proportions of the various outlier classes displayed in the second graphic.
The second graphic shows the sequence view annotated by issues in geometry. Residues are color-

coded according to the number of geometric quality criteria for which they contain at least one

outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more consecutive

residues without any outlier are shown as a green connector. Residues present in the sample, but

not in the model, are shown in grey.

e Molecule 1: Ryanodine receptor 1

27%

26%

44%

Chain A:

€L1

0.3

+

T9a

LSN
950

€SS
Tad

054
671

%D
91

TIN

]
<
I“‘I

ovd
B6EV

LET
9€d
SET

eel

8CA

oV
S¢S

€2h
[4a

614
810

91l

Y11

o
—
o

8eTh
LETT
9€TD
SETA

€ETd
CETY

£eced

j344°S
0zz1

ST1CL
¥ieca

L02S

S02I
¥02d
£0CZN

TOZN
00zZM
6611

S674

€61V
2610
T6TA

6811

#8TL

[4:19¢

0811

8.LTH
LL73

S.L1S
PLIA

0L7I

L91Q

S9TA
914
€9TA
L8149

2S1d
TSTH

SYIV

(440"

0v1a
6€Td

j£44:!

ozex
91€4d
STED
v1ed
TrEeyY
oTex
60€L
80€H
COEA
862D

962d

8¥¥1
Lyva

STP1

EVPT
(44749
137478

8EVI
LEVd

Tevd

Yivd

TI%A

Y0%1

2074

00%YV
66€D

s6€b

2684

06€T
68€d
88€T
L8€Y
98ed

€8EH

6LEH

LLET
9.LeV
SLeEN

€LeN
cLET
TLEA

€TSK
2esT
1251

6TSA
81SI

GTSM
v1ss

6053
809D
L0SY
9084

isice
pAsic
9S¥S

¥Svd
€57

TSPA

0S§S)

8%SA

9%SM
SHSa

EPSN

0%Sd

9€SN

0€SI
62571

92ST
G2ST

059/
6794
8%91

9%9d

¥yoI

990
0794
6EIN

LE9T

SE9L
€90

T€91
0€93
6294

129d
92971

229l
1291
0291

8190
LT9N

€TV

CT9M
719D

1090

8L

9%.LD
S¥.LS

EVLA

ovLd
6ELY
8€LT
LELT
9€LH
SeLd

TeLs
TELL
0E€LA
62¢.Ld
8.4
LTLY

vTLD
€CLL
cTLmn
T2L1

8TLD
110
91,4

CTTLA
TTLT

901D
SOLN
Y0.LD
€0.LD

T0LD
00,3
669D

969d
S694

€698
269K
169D
0693

L

S89D

€894
2891

9,91

e84
0€8Y
6284

8084
08D

S08d
%084

2084

0G.7T

¥16d

806A
L0671
9060
S06d

€061

798d

298A

9G8A
SG8d

€68d
2G8A

¥v8y
£78S
2¥8d

0%8A

8E8H

€€8D

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

0O
PROTEIN DATA BANK

ZPDE
e

W


http://wwpdb.org/validation/2016/EMValidationReportHelp#residue_plots

5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 5

hwmﬂq
YCOTA
€20Td
TTOTA
T20T1

8TOTN

9T0TYH

€00TD

v66N

1
T66N
0664

8861

7861

6.6d

0461

L96d

6261

{4438

L0T1d
90TTd
mom.:
T0TTY

S60TA

€6013

16074
06014
680TA
880TM
18014

mwmﬁm
6L0TH
8L074

9,074

€074

S90Td

€50TI

2EOTH

62014

Y0211
€0TTN

TOCTH

66TTA
86110
Nmmﬁu
¥6T11
€6T11S

T6TTA
06TTd
68TTT
88114

9811a

28171

69711

L9174

19171
09TTI

9GTTL
CSTTH

8YTIA
LP1Ta

i4241]

TETTY
OETTH

LCTTH

6.CTS

LLTTM

S.TTd
¥.2TH

T921d
09CTI
652TY

SGCTA
¥SCTH

T82Td

L%CTd

SYeTd

eveTd
(449!

oy
6ETTS

LETTM

SETTL

0ETTI
6CCTN

LeeTy
92CT4d

€2CTd

61211

|

victa
€12T4
[454%:

012TS

Lozta

L6274

S6CTA

€6CT1

18TT1
¥821A
28CTS

T8CIN
08zZTh

LYSTA

SPSIN
¥¥S1d

$9pTd
[ | THSTA
09%TH [ |
$ESTH
8SYTH £€5TH

61571
81510
LTSTD
91STI
STSTA
YIST1

SEVTA

8V IN

61914
81974
LT9TL
91973
STITA
71910
€T9TT
1974

OT9TN
609Td
809TI
L0914

|

2091d

00911
66ST
86310
LBSTA

96573

98STN
S89TH
78974

28318

18STT

C9STI
T9STA

63370

9G5Td
SGSTT

TSSTV

66914

969TH
S69T1

€69T0

16910

889TH

2891V

8LITN

L9971
999TL
S99TH

€99TH

19914
owmﬁa
99974
9591

9911

09911

8Y9TI
L%910

SYITIN

€¥913
2¥91d
19911

6€9TT

LEITI

SE9TL
€911

TE9TD

62910
8C9TA

9T9TM
mum.ﬂu
12919
09TV

mhmﬂm
cLLTY
TLLTT
0LLTS
69LTL
89LTL
L9LTA

C9LTT

mwmﬁH
Nwmﬁﬁ
6ELTL
8ELTT
LeL1d
9ELTA
mmmﬁm
ﬁmmﬂq
8CT.LTY
XYL

STLTY

€TLIY

TeLTd
ommﬁq
9TLTI
STLTT
YILTT

CILIA

0TLTD

80LTY
homﬂq
70L1d
€0LTT

00.1a

08.Td

8LLTS
LLLTA

TS8TH

0S8TA
6%8T1
8%8T1

9%8TS

996TA
2961V
T96T4
0961V
95614
2S6Th

8¥61d
L%61D

E€V6T1

9€6TH
GEBTA
ve6TS
€€6Td

0€6TH
6Z6TI

690CL

99021

79024
€9021

09028

LETTY
9ETTY

veret
€eTed
CETTH

62120

Lzteh
9212
SCTCH

€211

Tered
0TTCH

91121

¥i1ed

S0TZM
012y
€0TCA

160271
96023

76021

2L0T1
T.L02d
0.L02A

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 6

174344

(244
60cca
80TCIH

{0laac
Y02CH
€022

10221

86TCH
L6121

¥6TCH
€6120

T61Cd

95121

451543

2¢STeL
T8120

671CA

9%12d

vvicI
evreL
(44598

(U454

8ETTT

S0€TD

66CTA

Lezey

T6ced

8¥cey

6€2cd

vecey
€€TTd

L,€T1

9G€TT
SG€ETH
vseca
€SETA

6YECN

€veTH
TYETN

oveed

9EETY

egeeea

0E€ETY
62€Cd

LTETH
9CETI
S¢eTd

[4cix4:

6v¥Cca

Sevey
Yeved

125444

62721

Seved

2evel

0TSCH

L1524

0TSCA
| eosea |
80524
| sosea |
90821
]
10528
]
86%CH
L6720
96¥%2d

vLv21
€.¥2d

0L%CI
L9%CA

99%¢T
S92

€921

85¥cy
LSYTT
9G¥CI

vsved
€8%CI

T€92d

§29TY

9192d

1,952d

0952¢d
65SCT

9G5TT

5521
€G5CA
¢S§scy
TSSCN

6%SCY

T2szA

ﬂwmﬂ>
9G.2N
mmmNH
c¢5§lea
ﬁm\mm.._
8¥.L2d
LYL21

svLTA

S€.L24

c¢rled
T1.2d

T0L2d

8992d

0¥92d

§G98CA
582D

,z8cy
98Ty

ee8el
zesel
Teeh
|
8182V
[ laser
9182H
|
£18271
1
60821
|
90824
|
go0gza
20823

66.24

26.L24
ﬂmqu
SL.LTh
VLLCN
€LLTN
TLLZI
otmwx
€9.CH

LEBTA

ve62d
£e62N

0€621
626204
8268y
L2621
9z621
sgeca
z62Th
€z6ey
ozeey
Teecd
omﬂuz
LT m&«.
o1 mﬁ.
L062d
9062A
50621
€062d
C06CH

76821

T68TY
06823

€88CH
81821
.82V
21820

898CS
19821
mm“m>
N@ﬂﬂq
158¢d
9582N

§980€d

290ed

T2oed

80ced

881€d

09ged

€0€ed
coged
Toged

Lezed

68ced

¢8ced

Lzsed

6L9€X

LL9€7

YL9€1

0.L9€3d
699¢€4

§99¢€4
799€L

TS9EN
059€D

8%9ey

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 7

€LL84

TLLEH

69.€4

89LES
192D
wwmma
T9.€D

0S.Led

TeLed

8CLEL

GTLER

F

TeLET
0TLEA

9TLET
STLEA
YTLES
ETLEA
CTLED

OTLET

,0.L€4

50.L€4

TOLET

669€H
869€T

S69€d
T69€X

Tv8EA
0¥8€s
B6EBED
8EBEL

SE8ET

+

S28Ed

£28eN

T28eN
028€eT
6T8EA

L18€T
wﬁmmz
€T8€D
CTI8EA
T18€4

B608EN

,08€D

S08€T
708€1

C08€T
T08ED

66.LEN

L6LEL

S6.LES
Y6LEA
E€6.LEW

T6.LED

68.€d

98.L€D

€8LEL

18.€0
08LET

8LLEW

SLLEV

E€T6ET

S06€L

206€A

058€d
678¢€Y

978EY

0007
666EN
wmmmm
mmmm>
266€4d
T66€D

686EA

986EM
S86€T

mmﬂmm
owmmq
€L6€0
cLeed
TLBED
0.6€b
696€1
896€A
L96€d
996€L

2T6ER

0Z6EA

LBOVI

L80%'1

¥80%d

T80%A

LL0Y4
9L0%Y

P07

65071
8S0VI

95073
SS07A

+

6707A
8Y0%T
LY0TIW

SY0vA
THOTIH

cvovd
154441

9E0VA

13

82071
L2071
9COVI
STOTA

E£TOT

20PN

L1071

€T071

€0071
2007

9L1%d
SLTvY
YL1%4

cLIYvE

891vd

Y9191

CITHN

09T%1
635174

LSTvQ

PSTPA
€STVH

0ST¥1
(574578

IV1
14578

174578

6ETVI

LETVY

8CTvd

SCTvd
17452\

0ZT¥N

ST1¥%S

80T¥I

€0Tvd

Ela7]
(444729

6echd
8ECHD

SETHA
veehd

61Cvd
454728

80Cvd
LOTYN

S0TYM

TOZHN

96174

06171

8817Y

V8TV

£€85%S

8LS¥1

6951

S9S¥1

LGS

SGSPT
NAE172

0G8SPY

6,974

LLOVT

SL9VN

0L9%1

199%d
9997A
S99%)
%9971

CT99YN
T997A

6S59V1
8G9V1

95971
S597d4

8¥9v1

2EIVT

0€97A

8CZ97A

9.1
6€L7d
8ELYY
LELYI
9€LVY

EELYD

TELVI

F

LT.Lv3

YTLVA

ceLvd
TCLYA
0TL7A

8TLYN
LTL%A
9TLYM
STLVA

[AYA L
TTL%d
0TLYS

80.L7L

S0L7A

669%D

269%d
16970
069%d

889Y1
L8974
98971

€8974
28974

6E8TIN

EEBTYN

TE8VL
0€E8YA
6287S
828YS

928Y1

CI8VH

60874

L0874
9087N

€08VH

LBLYA

T6LYT
T6L7A

68L74
88.LYS

98.70

€8LYI
T8LYA

8LLYM

SLLYA

0LL%S

99.L%L

0T67d

7067d

T06%1

6687

L6871

S68%D
687D
€687V
26874

88874
L1887
988YVH

€8874

0887
6.L8%IW

1.8%a

€187

998YS
S987)
7987N

T98%M%
09874

LS8FN
9498%4
G887V

TS87L

L¥87A

vv8v1

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

=
@]
o
Q
aat
>
~
<
g
g
jm}
N
=
.2
]
<
=
G
=
o)
=
@)
=
~
o
<
=
=
~
-
jw]
<
an)
<
=
a
=
£
~_
an)
A
[al
E
=

Page 8

€667

LEGVI
9€6V1
SE6YT
YE67D

Ryanod

8C6%1

9T6TA

0€0SY%

€20Sd

12054

6T0SM

ine recep

L7084

F

ETOSH

TTOSM
60054
900Sb
€00SH

TO0SL
00053

e Molecule 1

866731

] tor 1

27%

26%

[
1]
<

44%

o
)
I"J_

Chain C

€LT

0.3

8

(472

(070

~
)
=

9€D
SET

€el

8CA

0 ©
[
n <

®
2]
o

]
N
k)

)
-
5]

81d

9TL
STY
P11

8T
LETT
9€TD
SETA

€ETA
CETY

S2TY

86H

[J
~
=

N
~
0

j(44:¢
€224

Teed
0zeT

ST1CL

Y8TL

2811

0811

8.L74
LL13

S.L1S
vLIA

0LTI

1910

vo1Yd
€9TA

LSTY

SYIV

(47408

ov1a
6ETHT

862D

9620

7621l
€621

1621

6824

182l

¥8CH
£82Y

182¢yd
0821
6.2d

09€Y

8GEL

9GEM

¥S€D

TSEY

0SEH
67ed

Lved
9%€d
SveT
wves

[474°0]
TVER
0veN

8eed

S€€d
YEEN
€EED

TEEA
0€Eq

(408

TSPA

8¥¥1
LY9a

SYP1

EVP1
{44728
157478

8EVI

tow
00%V
66€b

s6€b

26€Y

06€T
68€4
88€1
LBEY
98€d

€8EH

6LEH

LLET
9.LeV
S.LeN

- N m
SN
mmm
B> A

9251
S2ST

€2CSX
{44y
1281

6TSA

8G¥%d
LS¥d
9G6¥%S

9ESN

0€ST
6251

2891

9.9L

¥.L94

0,93
6990
8991
LI9N

059A

6794
8%91

9%9d

6294

CTOL

0291

8190
LT9N

€TV
CTOA
T19D

€894

0¥8A

8€8H

€E8D

3

TE8Y
0€8Y
6284

9281

Ll

8084
08D

$S08d
708d

2084

154

616N

v16d

L0671
9060
S06d

€061

§968d

T68M

1881

S88L

L2071

YC0TA
€20Td
2¢TOTA
12011

8TOTN

91074

€00TH

TOOTA

Te6N
0664

8861

7861

6.6d

0461

L96d

6261

G268

aceT

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 9

LTTTH

STTIN

STTTT

ETTTA
ciTIa
TT11d
0TTTYd

80TTd
L0TTd
90TTYd
moma¢
T0TTY

S60TA

€6073

16074
060T4d
680TA
wwmﬁs
mwmﬁm
6L0TH
8,074
9,074

€L0T4

§50Td

€50TI

CEOTH

62014

09TTI

9STTL

CSTTH

8YTTA
Ly11d

6ETTA

CETTM
TETTH
0ETTD

88214
18211

7821A

28C1S
T8CIN
08ZTh
6.21S

LLTTM

Sle1d
Y.CTH

T9CTa
09CTH
6521

SGCTA
YSCTH

1813

Ly21d

SveTd

0vCTH
6ECTS

LETTM

SECTL

0ETT
6CCTN

praqn )
92TTd

61211

victa

€1214
[4%4%:|

L6214

S6CTA

€62T1

162711

28V TN

6.713

L

LLYTD

ELVTL

vovTd

09%TH

8SVTH

LEFTA

SEVIA

L

C9STI
T9STA

9GS9Td
SGST1

TSSTV

F

L%STH

SPSIN
¥¥91d

CYSTA

Pesti
€ESTD

6TSTT
81910
L187D
9TSTI
STSTA

L8711

€911

T€9TD

62910
8CITA

9C9TM
S29TD

12910
0291V
61914
8191y
LT9TL
91914
STOTA
1910
€T971
21974

0T9TN
609Td
809TI
L0974

|

209Td

| TOOTH
009TT
66STH
861D
L65TA
96518
36571

78314

28STS
T8ST1

9TLTI
STLTT
PTL1T

CTLTIA

0TLTD

80LT4
LOLTT

%0L1d
€0LTT

0010
969TH

£6910

16910

889TH

8LITN

S99TH

€99TH

19914
09970

95974
SG9TH

€99T1

089TI

LY91D

SYITN

€Y91d
2¥91d
19911

6€9TT

LEITI

SEITL

08.Td

8LL1S
LLLTA

SLLTH
YLL1d
€LL1d
TLLTY
TLLTT
0LLTS
69LTL
89LTL
L9LTA

C9LTT

SPLTI
CYLIL
6ELTL

8ELTT
LELTd

SELTI

TELTT

8TL1Y
LTL14

STLTY

€TLIY

TecLTd
0CLTT

S98TIW

8581Q

SG8TD

€18TY

0T8TY

808TY
L0811
908TY
S08Td
70811

208TI
T08TY
0081d
66L1S

19814

996TA
2961V
19614
0961V
9561
TS6Th

8¥61a
L¥61D

EV6T1
9€6TH
SEBTA
YE6TS
€€6Td

0E6TH
626TI

92611

2L0T1
TL0TY
0.L02A
690CL

99021

79024
€9021

09028

S%0Th

CS1CL
158120

(5454

9¥12d

i44%49
E€VTCL
[474%4N

[U4%4"S

8€TCT
LETTY
9€TTH

veTTT
eered
CETTH

6z12d

pxaxdil
9zTey
SCTCH

O

R LDWIDE

PROTEIN DATA BANK

€2121

Tered
0TTZH

91121

vited
€11es

O0TTCA

80T2a

voTey
€0TCA

160271
96024

76021

vecey
€€TTD

4544

[4344

orzea
602Td
8022

S0ced
¥02cH
€022
TozeT

86TCH
161271

Y61CH
€612h

16124
06TCA

i

L.121

L9121
99121
99121

29121

6S1C1

L5723d
9G1C1

¥S128

EMDataBank

Unified Data Resource for J0EM

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 10

69ccd
89221
18221

¥9eeT
€GCCH

Tsced

8¥cey

6€ccd

LLETT

69€TH
8SG€CL
95€T1
SS€eTH
vseeca
mm“m>
m¢MN=
€¥€TO
[4744\)

obecd

9eecy

£eeea

0eecy
62€Td

LT€TD
92€TD

85vcyd
LS¥%TT
9G¥%C1

vsved
€S¥CI

SEVCY
YEVCH

Tevea

62721

Seved

2evel

T2SCA
0CSCH

L1924

0TSTA

8052Y

90521
10828
86%CH

L6%2a
96%2¢d

YLy
€Lved

0L%CI
L9¥CA

99%2¢1
S9%2a

8992d

0%92d

Te9ed

ScoTy

9192d

L,952d

0952d
658521

98521

%9921
€9G9CA
[4citat
TSSCN

675CY

SLLTH
bLLTN
€LLTN

TLLZI
0LLTH

€9.CH

T9LZA

952N
§9.21
¥5.24

[4:vkdel
1521

8¥.L2d
LY.LTI

svlca

SELTA

crLed
TrL2d

T0L2d

S98CA

29821

1,58¢d
9G8CN
GG8CA
75820

[4ce14

L,28cy
928eY

€28CI
2T8TL
T28CTM
0z8ca

8182V
L1821
9182
€1821
60821
9082y

£082d
208eH

66,23
96.CL
€6.2d

[4:7k4
T6.271

6€624
8E6CL
LEBTA

v€62D
€E6TN

0€621
62624
8T6TH
L2621
92621

©262h

2e6eH
Tzeca
0zecd
L1682V

01621

806CA
,062d
906CA
S0621

€062d
C06CH

76821

1682y
06823

€£88CH

8.8C1

9,823
§.82V

T.82b

8988

8€Ted

S80€d

290ed

T2oed

80ced

88T¢ed

L

vLEEY

TLEEN

09eed

rTseed

£0€ed
coged
Toged
162€d

v6ced

68ced

¢8ced

S.ced

869€T

S69€d

769€X

6L9€X

LL9€T

YL9€T

0L9€3d
699€4

S99€d
799€L

TS9EN
089€D

8%9¢eyd

SLLEY

€LY

TLLEH

69.€4
89LES
19.€b
99.€b

T9.£0

99.€X

e

TeLeT
ommm>
9TLET
STLEN
vrLES
ETLEN
CTLed
TTLEL
0TLET

80LEL
L0.L€4

S0.Led

T0LET

669€H

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 11

9¥8EV

i
3

T¥8EA
0¥8€s
B6EBED
8EBEL

GEBET

F

128€H

§c8ed

£C8eN

TeeeN
0zZ8e1
6T8EA

L18€T
wammz
€T8€D
CT8EA
T18€d

608EN

,08€D

S08€T
708€L

208€T

66.LEN

L6LEL

G6LES
Y6LEA
E6.LEW

T6.LED

68.L€d

98L€D

v8.LES
€8LET

18.€0
08LET

8LLEW

€T6€T

S06€L

206€X
TO6EN

668€4
868€d
L68EN

768€D
£68€d

T68€T
068€T
688€l

188€4d

788€1
€88€d
z8sed
T788€L

8.8€d
1.8€d

0S8ed
6%8€Yd

000%N
666EN
mmmmm
mmmm>
zc66€4d
T66€D

mwmm>
986EM
S86€T

mwmmm
owmmq
€L6ED
cL6eed
TL6€D
0.L6€b
696€1
896€EA
L96€4
wwWMH
€96€EN
296€4d
T96€EA

[443198

0Z6EA

LB60TI

L80%1

%80%d

T807A

LL0%4
9L0%Y

7907

65071
8G0¥I
LSOV
95073
SS0VA

£50%S

|

6707A
8Y0%1
LYOT

SY0vA
j444720

cvovd
1544414

9E0VA

13

9L1vd
SL1vY
VL1974
€LIVA
cLIvE

891vd

79191

(452578

09T%1
635174

LST%Q

SSTvd
2157
€GTVH

0ST¥1
6VTVN

LYIVT
IV1
14578

EVITA

6ETVI

LETVY

SCTvd
17457\

0ZT¥N

+

80T¥I

€0Tvd

w¢m¢a
Nwme
6€CYa
wmmwo
SETYA
veevd

ceeyd

(a4l

6124

4542

80Cvd
LOTYI

S0TYM

TOZHN

S6Tvd

06171

881HY

V8TV

€83%S

8LS¥1

69571

S9G%1

L9574

SGSPT
¥SSvA

0SSP

0L9%1

L99%d
999%A
S99YM
79971

C99YN
T99%A

639971
89971

999%1
99974

879¥'1

2E9VT

0E9VA

cvLYD
1525740

6€Lvd
8ELYY
LELYT
9e.L%Yd

€ELYD

TELVI

o

98971

£8974
28973

6,974

LLOVT

8C8%S

9T8YI
ST8Y.L

(44530

618%D

T6LVA

68L74
88.LYS

98.%a

€871
T8LYA

6LL7N
8LLVM
LLLYVI
9LLYD
SLLYA
VLLVA

0LLYS

T06%1

6687a

L68V1

S687D
76870
€687V
26874
T68%A

88874
1887

987N

T98Y)
09874

LS8YN
95874

Ly8YA

vv8v1

68T

9870

EEBTN

TE8VL
0€E8YA
6287S

9867V
S8671
7867N

c86vd
T86%d
08671
6.L67L
8L6VH
LL6VL
9,674

v.L6%D

F

996%d
S96%S
967D

L

096¥1
65674
85670
L5673
9567.L

0S67A

0v674

8e6¥%d
LEBYIL
9€6¥%1
SE6%1

ve6vd

SZ6VI

oT6va

7067d

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

=
@]
o
Q
aat
>
~
<
g
g
=
N
=
.2
]
<
°
G
=
3
=
]
=
~
o
<
=
=
~
-
=
<
an)
<
=
a
=
£
T~
]
A
[al
E
=

Page 12

€20Sd

120S4

6T0SM

L1084

F

ETO0SH

TTOSM

ine recep

600SA

900Sb

€00SH

TOOSL
00054

86673

F

€667
26671

e Molecule 1

88674
L867N

tor 1

Ryanodi

27%

26%

O S0 © N 00 O
3] 0 mm ME < Sy
HM A0 d=E< B =

44%

Chain E

€L1

0.3

T9a

LGN
9sb

€9S
T4ad

08d
671

8CTA

0 ©
[
n <

€2h
{44}

614
81d

9TL
STY
P11

ov1a
6€TT
8eTY
LETT
9€TD
SETA

€ETA
CETY

084

j(44:¢
€224

Teed
0zzT

S1CL
4548

(4143

1,028

S0CI
v02d
€0ZN

TOoZN
0ozM
66171

S6Td

7811

2811

08171

8.L74
LL13

S.L1S
YLIA

0LTI

191

7914
€9TA

LSTY

SYIV

(4408

TOEA

862D

9620

76Tl
€621

1621

6824

LLTD
9.LTM
S.24
v.L21
€LCH

TL2D
0Lgs

1,921
992y
9921

6521
85CS

TLEA

09€Y

8SEL

9GEM

¥Sed

ozex

91€d
ST€D
bred

TTIEY
0TeA
60€L
80€H

£5%3

TSVA

8Y¥1
PA44S

SYP1

€YP1
(474728
15478

8EVI
LE%d

1274

Yivd

125729

Y0%1

20%d

00%V

9251
S¢ST

€TSA
{448
1251

6TSA
81SI

STSM
251

6053

TOVH
85vd
LS¥d
9G¥%S

¥Svd

8991
L9SA

%991
€9SA
2954

09SI

7591
€954
2§sa
TGST
0§S)1

873N

9%SM
S7Sd

E73N

0¥sd

9€SN

0€SI
62971

9L91L

v.L94

0,93
6990
8991
LI9N

059A
6794
8%91

9%9d

44208

T¥oA
0794
B6EIN

LE9T

SGEIL
E9D

T€9T
0€93
6294

129d
9291

2oL
1291
0291

8190
LTON

€TV
CT9A
T19D

90.LD
SOLN
70.LD
€0.LD

€894
2891

8€8H

£€8D

Te8d
0€8Y
6284

8084
08D

§508d
708d

2084

S9LD

€9.d
6SLI
85,4
PASPR:S

€5.d

616N

.81
T.84

8984
1,981

798d

9G8A
§58d

€98d
2S8A

7v8y
£¥8S
2¥8d

0¥8A

YC0TA
€20Td
2T0TA
12011

8TOTN

91074

€00T0

TOOTA

766N

T66N
0664

8861

7861

6.6d

0461

L96d

6261

§26S

2ceT

9CT1D
SCTIN

STTT1

€TTTA
c111a
TT11d
0TT7Y

80TTd
L0TTd
90714
momﬂ<
T0TTY

S60TA

£€6073

16074
060Td
680TA
wwmas
mwmﬁm
6L0TH
8L0THd

9,074

€L0TY4

S950T1d

€G0TI

TEOTH

620Td

L2011

WO RLDWIDE
PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 13

L0z1d

70211
€0TTN

TOCTH

66TTA
86TTD
hmmﬂo
¥6111
€6TT1S

T6TTA
06TTd
68TT1T
88714

98T1d

097TI
9STTL
CSTTH

8YTTA
Ly11d

4241]

TETTH
0ETTD

LTTTH

Y8CTA

28C1S
T8CIN
08ZTh
6.21S

LLTTM

S.2Td
vLCTH

T9ZTa
09CTH
65CTYd

SGCTA

L%21d

Sverd
iza1]
€¥CTd

[Uzas]
6ETTS

LETTM

SECTL

0ETTH
62TIN

praqa
9geTd

61CTT

|

victa
€1¢14d
[4%41!

o1e1s

18211

6,714

LLYTD

ELVTL

vovTd

09%TH
651D

LSPTA

SSPTd

[GA%

F

SEVTA

95STd
SSST1

TSSTV

F

LVSTH

SPSIN
YPS1d

Nwma>
veSTH
mmm«c
0€STL

LTSTH

6TST1
8TSTD
LISTD
9TSTI

STGTA

€151d

9Z9TM
S291H

12910
0291V
619TY
81914
LT9TL
91974
ST9TA
191D
€1971
CT9T4

OT9TN
609Td
809TH
L0914

|

2097d

00971
66STI
86910
LBSTA
965Td
S6STT
v6S1d

98STN
S8STH
78314

28STS
T8ST1

C9STI

T9STA

L

LOLTT

¥0L1d

€69TH

16910

889TH
89TV

8LITN

L9971
999TL
S99TH

€99TH

19914
09910

99914
99914

€9971

0G9TI

8V9TI
L%910

SYITN

€797
Zy9Td
19911

6€9TT

LEOT

SEITL
¥e911

T€9TD

629TH
8C9TA

08.7d
6.L.1d
8LLIS
LLLTd
m\.\‘am
CcLLTY
TLLTT
0LLTS
69LTL
89LTL
L9LTA

C9L11

SYLTI

Nwmﬂh
6ELTL
8ELTT
LEL1d

SELTI

TE€LTT

8¢C.LTd
PXIAY:
STLTY

€TLIY

2.7
ommﬂq
9TLII
STLTT
PTL1T

CTLIA

0TLTD

80LT4

088TA
6%811
8¥811
97818
S¥8TA
w9811

(44191
T¥8TA
0%81d
mmmﬁ>
wmmﬂm
€€8TS
2E€8TD

SC8TH

[44:15]
T281a

ST18T1

€181

0T8T

808TY
L0811
9081V
S08T3
70811

208TI
T08TV
008Td
66.LTS

19814

S98TW

8581Q

SG8TD

TS8TH

996TA
2961V
T96T4
0961V
9%86Td
TS6T0

8¥61a
LY61D

E€V6TT
SE6TA
YE6TS
€€6TH

0€6TH
66T

92611

c¢L0TT
TL0TH
0.L02A
6902.L

99021

7902y
€9021

S¥02h

vvicI
evreL
(44598

ov12yd

8ETTT
LETTY
9€TTYH

veTCT
€eTecd
CETTH

6212d

PXqzdi]
9Ty
GCTCH

€2721

Tered
0ZTZH

91121

vi1ed
€T1CS

O0TTZA

80T2¢H

L

votcy
€0TCA

16021
96023a

76021
£€602S

4544\

212N
TTZCH
(344
60ccd
wommz
e(oaack
Y0¢CH
€022

T0ZT1

86TCH
L6721

Y6TCH
€6120

Tercd
06TCA

LL121

6v12A

o¥Ted

65¢Td
85¢C1
L8221

¥5¢e1
€9CCH

T9ced

8¥ccy

6€2C4

veced
€€TTD

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 14

85€CI

95€21
§5eTH
vseca
€GETA

67ECN

€veTH
(44444

oveed

ggeey

€egeea

ogeey
6zeCd

LT€TH
92ETD

Ysved
€S¥CI
(4174}
18721

veved

TEVTA

62vC1

Seved

Tesca
0CSTH

T0S2S

86VCH

€Lv2d

0L%2I

L9YCA

85vcyd

L5%21
9S¥%CI

0%92d

T€92d

S¢92d

9192d

,959¢d

0952d
65521

96521

5521
€652
[4k1a]
TGSCN

6%35CY

T9.LTK

9G.L2N
§SG.TI

c¢slea
1S5.21

8¥.L2d
PAZXAY

svLTa

S€.L24

2rled
TTL2d

T0L2d

65921
8592d

SG9CA

258¢Y

Lc8cy
98Ty

€28C1
28Tl
T28CZM
8182V
9182
€18¢1
608CI

9082y

€082
208eH

66,23
96.CL
£6.2d
z6.L2d
16.21
SL.LTH
V.LLTN
€LLTN

TLLZI
0LLTH

€9LCH

6€62YH
8E6CL
LEBTA

v€62D
£E62N

0€621
62624
8T6TH
12601
%2620
ozecyd
L162Y

0T62L

80624
,062d
906ZA
50621

£062d
C06CH

76821

16824
0682x1

€88CH
81821

9,824
§.82Y

21820
898CS
S98CA
29821
1,582d
9G8CN

SG8CA
75820

8€Ted
980€d
290ed 80ced
T20ed 881€d

09ged

TS€ed

€0€ed
coged
ﬁom?H
Leced

v6Ced

68ced

2¢8ced

S.zed

Lzgsed

6T5€d

vevel

0T¥ed

vLEEY

TLEEN

L95€ed

0L9€3
mwmm.m
§99€d
wwmm.ﬁ
TS9EN
0S9€D

8%9€Y

SLLEY

€LLEY

TLLEH

69.L€Y
89LES
192€0
99.€b

T9.€0

TeLER

8TLEL

F

TeLET
0TLEA

9TLET
STLEN

ETLEA
CT.LEd

0TLET

,0.L€4

S0.LE4

TOLET

669€H
869€1

9V8EY

T¥8€A
0¥8€s
6€8€0
8EBEL

SE8ET

F

128€D

SC8Ed

£28eN

Teeen
0Z8e1
618EA

L18€T
wﬁmms
€T8€D
CTI8EA
T18€4

608EN

,08€D

S08€T
708€1

208€T

66.LEN

L6LEL

S6.LES
v6.LEA
E€6.LEW

T6.LED

68LEH

98LED

78.LES
€8LET

18.€0
08LET

8LLEW

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 15

€T6€T

i

S06€EL

CO6EA
TO6EN

668€4
868€d
L68EN

768€D
£68€d

T68€T
068€T
688€l

€88€d

6%8€Yd

0007
666EW
wmmmm
mmmm>
z66€d
T66€D

mwmm>
986€EM
S86€T

mwmmm
ommmq
€L6€D
cLeed
TL6€D
0L6€D
696€1
896€EA
L96€4d
wwWMH
€96€EN
296€d
T96€A

CT6ER

0Z6EA

L8071

¥80%d

T80%A

LL0%4
9.L0%V

CLOYA

cLIYE

L7TYT
57!
14578

EVIVA

6ETYI

LETHY

SCThd
j4457\1

[445%8

0ZTYN

+
L

80T¥I

€014

LB0OVI

680%S

mwmwa
N¢m¢H
6€Cva
wmmwo
SETVA
veevd

ceTYa

6ccva

(4447

6124

142472

60270

LOTYI

S0TYM

TOTHN

S6Tvd

06THI

Y8TTIH

9.1%d

SL1vd
YL194

T8S¥Y

8LS71

S.S%4

6951

9961

LSS7YH

i)
wmmww

ommwx

T99%A

6S9V1
85971

95971
SG9%4

8¥9%1

C2E9YT

0E9VA

8C9YA

€83%S

LELYI
9ELVY

EELYD

T€LVI

F

LTLvA

YTLVA

ceLve
TCLYN
0TL7A

8TL¥N
VAR
9TLYM
STLYVA

[AYALY
AZAZ
0TLYS

80LV1L

L89VA

98971
]
€8974
28974
|

6,974

LL9%T

SL9%N

0L9%I

L99%d
9997A
S99YN
79971

C99YN

60874

908YN

€08VH

CT6LYT
1175728

68L7d
88L%S

98.%a

€8LYI
T8LYA

6LLYVN
8LLYM
LLLYVT
9L.%b
SLLYA

TYLYD

1525740

6ELYVE
8ELYY

L,98%d
998YS

828%S

928YI
ST8YL

2TT8YL

618%D

CI8VH

v.L6%D

s

99670

0867A

07674

8€67a
LEGVI
9€6VI

YCeTA

cecevd

DR

oT67d

v06%d

T06%1

66870

L68Y1

S687D
76870
€687V
26874
T68%A

CEOSA

0€0S)

€209d

12054

6T0SM

L1054

F

ETOSN

TTOSM

60094

900SD

€00SH

TO0SL
000S3

86673

F

€667
26671

88674
L867N
9867V
S986%1
V867N
€867H
286%d
T867H

6.L67.L

tor 1

[N
)
O
D
-
oo
=
—

Ryanod

e Molecule 1

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 16

27%

27%

o 0 © I~ [ =)
] M MM ma
- - O <

44%

Chain G

€L7

0.3

T9a

Tad

08d
671

%D

ik
TIN

cvd

8CTA

wn ©o
[
n <

€20
{44}

614
81d

9Tl
STY
Y11

VCCH
€¢Td

144
0ze1

ST1CL
14548

1,028

S02I
v0cd
£0CN

T0ZN
00ZM
66171

S6T4

€61V
261a
T6TA

6811

Y8TL

[4:1%¢

0811

8.LT4
LLT3

SYIV

{4408

ov1a

862D

9620

vecL
€621

-5 8RR
N g N
= =

<
«Q
N
=

£82Y

1824

6.2d

SSCH

csTh
1314 4
082D
6%2H
8¥ca

44

{4748

ovea

seey

CETL

0€TO

09€Y

8GEL

9GEM

%9€D

8eed

Seed
YEEN
£E€ED

TEEA
0€Eq

0ZeA

9t1ed
STE€D
v1ed

CcTel

0oTeA
60€L
80€H

COEA

1
8Y¥1
LY%a

SYP1

€Y¥1
{44728
157478

8EVI
LE%d

Tevd

Pivd

195723

Y0%1

o7y

00%Y
66€b

s6€b

26€d

06€T
68€4
88€1
L8EY
98€d

€8EH

6LEH

LLET
9LeV
SLeN

eLeN
TLET
TLEA

¥Svd
€573

TSPA

0SSX

8%SA

9%SM
S%Sa

EPSN

0794

9ESN

0€SI
62ST

92ST
S2ST

€TSK
esT
Tes1

059A
6794
8%91

9%9d

129d
92971

¢ToL
1291
0291

8190
LTION

eT9v

TT9A
119D

1090

209A

669D

969d
G694

€894

9.91

v.L94

0,93

8084
08D

§08d
708d

2084

1,981

%98d

298A

6398A

9G8A
$G8d

€48d
TG8A

91074

€00T0
766N

T66N
0663

8861

7861

6.L6d

04671

196d

6261

S26s

2ee1

v16d

806A
L0671
9060
S06d

TT11d
01174

80713
L071d
90774
SOTTV
T0TTH

S60TA

£607d

1607
060Td
680TA
880TM

S80TS

6L0TX
8L07T3d

9.07T4

€L07TY

S50Td

€G0TI

2e0TH

62014

L2071

YC0TA
€20Td
2TOTA
12011

8TOTN

TOCTH

66TTA
86710
L6TTD

76111
€61TS

T6TTA
06TTd
68TT1
88TT4d
9811

28111

69711

49714

19171
09TTI

9STTL
CSTTN

8YTTA
Ly11a

14411
EVTITM

6ETTA

CETTM
TE€TTY
0ETTD

LTTTH
9CT1D
SCTIN

STTT1

ETTTA
c111a

6.21S

LLTTM

kAR
VLCTH

T9zta
09CTI
65CTYd

GSCTA
YSCTH

TSeTd

L¥21d

SheTd

oveTH
6€CTS

LETTM

SETTL

0ETT
6CTTN

praan |
9zgeTd

61CT1

|

vietd
€114
(4194

01218

,021a

70211
€0CTN

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 17

L6214

G6CTA

€621

88¢T4d
18211

78CTA

z8T1s
T8CTIN
08zZTh

| 8veTT
L5STH
| eveTL
SHSIN
¥58Td
| evard
THSTA
$9v14d 1
1 $EGTH
09V TH £€5TH
| esvId |
8SHTH 0ESTL
LSVTA
95%1a

SEVTA

L8711

T8YIN

6.913

LLYTD

E€LVTL

0291V
67914
81914
L19TL
91914d
ST9TA
Y1910
€T9T1
21914

OT9TN
609Td
809TH
L0974

|

209Td

00911
66STIH
865Th
L6STA
96STd

G6STT

G89TH
¥83TYH

T83TS
T8STT

T9STA

wifin

95STd
GSSTT

TSSTV

00.41d
66913

889TH

2891V

999T.L
S99TH

€99TH

T99TH
09910

959TYH
S99Td

€9971

08971

L%91D

SY9TN

€v913d
Zv91d
T99T1

6E9TT

LEITIW

SE9TL
€911
€€91d
2e91a
TE9TH

62910
8TITA

9T9TM
S291D

T291d

SLLTH

cLLTY
TLLTT
0LLTS
69LT1
89LTL

SPLTI

CvLIL

6ELTL

8ELTT
LELTd

SELTI

TELTT

8TL1d
LT.14

STLTY

€TLIY

TeLTa
oumaq
9TLTI
STLTT
YILTT

CTLIA

OTLTD

80L14
\.omﬁd
¥0L1d
€0LT1T

9781S
SP8TA
Y9811

7811
T78TA
0%8Td
6E8TA

9€8T4d

SC8TH

2T8T1H
1281d

ST8T1

€18T4

0T8TY

808TY
L08TT
908TY
50814
70811

C08TI
TO8TV
008Td
66.LTS

08.7d

8LLIS
LLLTA

L9873

S98TI

09813

89810

99810
99819

TS8TH
0G8TA
67811
8%8T1

996TA
2961V
19614
0961V
9667
TS6TH

8¥61d
LY61D

EV6TT
SE6TA
ve61s
€€6Td

0€6TH
6C6TI

92611

190271
99021

7902y
€9021

09028

S%02h

9€T1TYH

veTeT
€eTea
CETTD
T€12T

6c1ea

ocTey
SCTCH

€2121

Teied
0TTZH

91121

vited
€118

0TTCA

8072

L

voTCy
€0TCA

160271
96024

76021
£60CS

c¢L0TT
TL0TH
0.L02A
690C.L

60cca
8022

{olaac
Y0CCH
€022

10221

86TCH
L6121

Y6TCH
€6720

16124
06TCA

i

89TCA
19121
99121
99121

29121

65121

LSTca
95121

1543

2¢STeL
TS8120

671CA

9%12d

vvicI
evIeL
(44598

ov12y

8€TTT
LETTY

65cca

L5221

TSeed

8¥cey

6€2CA

veeed

egeeea

ogeey
6zecd

LT€TD
9z€eTD

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 18

0TSCA

8052YH

90521

T0S2S

86¥%CH

v.LvCT
mhmum
omeH
L9YCA
99921
S9%2a

€9%21

85vcyd

LS¥C1
9S¥CI

EiZa
€S¥CI
csved

659921
95521
¥5521

€5SCA
[4ci14:

Tesea
0CScH

T9.L2K

9G.ZN
§S.TI

2s.Lza
T8.L271

CT.LTd

859¢d

0%92d

%382H

[acicia |

L8ty
928TY
S¢8TH

j34:140
02823

8182V
L1821
9T8TN
608CI
9082y

€082
20821

66,23
96.2L
€6.2d
[4 k4
T6.21
SL.LTM

YLLeN
€LLTN

TLLTI
0LLTH

€9LCH

ve62d
E€E6TN

62624
82623

92621

744)]
£e6ey

0z6Tyd
L16TY

0T62L

806CA
,062d
9062A
S0621

£062d
C06CH

L6823

¥68¢1
€684

16824
06821

S88CL

£88CH

882N
9,824
TL82h

89828
19821

S98CA
298T1
1,982d

9G8CN
SG8TA

mommz
90TEN
mommm
2otTea
rToted

Teoed

68TEY
88T€d

S8TEN

€LTEX

691€T

goged 997N
zoged [ |
Hommm Z9VEN
Bmmm

v62ed

L,9Ged
99G€S
68ced Nw“mx
Nw“mm
vevet
€TVEM
Oa“mm
S.e€d
ﬁh“mx
Lgsed
mﬁ“m.m
09ged
Hm“mm
€CEeET
mﬁ“mH

STLEA

CTTLER
TCLET
0CTLEA

9TLET
STLEN
Y1LES
ETLEN
CTLED

0TLET

L0.L€4

TOLET
00.€D

VL9€T

0L9€d

L99EH

SG99€d
Y99€L

299e1
To9EM
1
1998k
|
9981
|
T99EN
|
8p98u
Lp98H

608EN

L08€D

S08€T

Y6LEA

v8LES
€8LEL

18.€0
08LET
B6LLEA
8LLEW

SLLEY

€LLEY

TLLEH
0LLET
69.€4

89.L€S
19.€0

G9LER

19.€0

0S.€3

TeLEN

8CTLET

€96EN
296e4d

+

8E6ES

9E6EX
SE6EM

€€6€d

626€S
8z6ed
LT6ED

|

[44398

0Z6EA
6T6EL

9T6€I

€T6€1

F

S06€L

206EX
TO6EN

668€4
868€d
hmmmz
¥68€D
£68€d

T68€T
068€7
688€d

188€4

788€1

788€L
088€4

8.8€d

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 19

2¢S80%s

6%07A

LYOTIH

SP07A
44970

cvovyd
134444

TE07T

820%1
L2071
9TOVIH
STOVA
4407\
ETOTIH

T2ovy

€T071

0TOVI

€00%1
20073

666EW
866€H
LBBEY

S66EA

€66€T

T66€D
066EA

886EY

§86€7T

086€71

TL6€d

0.L6€b
696€T
896€EA
L96€d
996€L
G96€T
v96€S

L

8€T¥d
LETVY

8CTvd

SCThd
44578

(44528

0ZTYN

ST1¥S

80T¥I

€0T7d

LB0TH

£60%4

680%S

L80%1

780%d

T80%A

LL0%4
9.L0%Y

€L0%D

19074

950%d

SETVA

TETVI

TCTYA

61Cvd

1454720

802¥%d
LOTHH

S0TYM

(a4

L6TVI

S61Vd

06THI

Y8TTIH

14578

(474574

w¢m¢c
N¢N¢H

mmmwm

£€857S

T8S¥Y

81571

L9571

€95%Y4

69574

LSS7d

SSSPT
¥SS7A

05S7Y

€T.LYS

TTLYd
0T.L¥S

80L7L

90L¥%T
SOL¥A

20.L%a

00L%D
669D

L69%A

889Y1
L89VA
989%1
S89%D

€89%4
289%d

08973
6,974
8LIVYV
LL9%T

SL9%N
v.L9%d

0L9%I

L99%d
999%A

79971

C99¥N
T99%A

999%1

67971
8%9¥%1

SY9%D

0E9VA

8T9VA

€8L%1
T8LYA

6L.LYY
8LLYM
LLLYT
9LL%0
SLLYA
YLLYN

0LLYS

99.L%L

TYLYD
1525748

6ELYVE
8ELYY
LELVI
9ELVY

€ELYD
6CL%D

8CLYH
LTL9A

STLYT
YTLYA

[4A4
TTLYA
0T.LYA

PAYA
9T.LYM
STLVA

09874

65874

SG8YY

2S8YL

L2871
928Y1
SC8YL

€28Y1
[44:520

LTI8%Y

S18%a

CI8VH

60874

L0874
womwz
momwm
008%1
66.7S

L6LTA

CT6LYT
T6LVA

68.L7d4
88.LYS

98.70

9E6V1

Ye6vd
€€670
TE6VI

0E6YY

9C6VA
SCeVI
Y26vA

[44572

60674

v06%d

T06%1

66870

S68%D
¥68%D
€687V
26874

068%D

88874
L88YI

€8874

6.L8YI

L.8%Q
9.8%D

€87

998¥S
S98Y)
798N

T98%%

6T0SM

#7084
ETOSW

TTOSM
0TO0SA
600SA

€00SH

TO0SL
00083

866%3

V6674
€667
26671

06674

88674
L86YN
9867V

V867N
€867H
286%d
18673
08671
6.L67L
8L6VH
LL6VL
9.673a

v.L6%D

F

99670
S967S
%96%D

T96%0
09671

L8673

986%.L

0S67A

0v6vd
6E6TY

LEGYVI

CTEO0SA

e Molecule 2

0€0SY

2¢cT0sd

Peptidyl-prolyl cis-trans isomerase FKBP1A

38%

60%

Chain B

Unified Data Resource for J0EM

EMDataBank

O

R LDWIDE

PROTEIN DATA BANK

W



5GLO

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 20

91d

[4%)]

L0732

7011
€0TT

00Ta
664

e Molecule 2: Peptidyl-prolyl cis-trans isomerase FKBP1A

37%

61%

Chain D:

961

T6I
061
68D

L8H

YLT

oV

1073

7011
€071

00TQ
664

e Molecule 2: Peptidyl-prolyl cis-trans isomerase FKBP1A

35%

63%

Chain F:

7011
€0TT

00ta

68D

L8H

9.1

PL1
€L

89A
198

wov
€9A

6SGM
89D

SSGA
EVN
{47!
wa
oY

8€S
Led

Ted

pXan

SCH
wea

T2l
91d
[4%)]

11a

LI

~ q1-
=4 =

L0732

e Molecule 2: Peptidyl-prolyl cis-trans isomerase FKBP1A

34%

64%

Chain H:

N-
=

€071

007a

T€d

%011

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

0O
PROTEIN DATA BANK

ZPDE
e

W



Page 21 wwPDB/EMDataBank EM Map/Model Validation Summary Report 5GLO

4 Experimental information (i)

Property Value Source

Reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided Depositor
Number of particles used 47000 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method Not provided Depositor
Microscope FEI POLARA 300 Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) Not provided Depositor
Minimum defocus (nm) Not provided Depositor
Maximum defocus (nm) Not provided Depositor
Magnification Not provided Depositor
Image detector Not provided Depositor

B riowio:
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5 Model quality (i)

5.1 Standard geometry (i)

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

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

. Bond lengths Bond angles

Mol | Chain | py/q7 47| >2 RMSZ 47| >2
1 A 0.93 55/27385 (0.2%) 0.86 90/37104 (0.2%)
1 C 0.93 56,/27385 (0.2%) 0.87 92/37104 (0.2%)
1 E 0.93 53/27385 (0.2%) 0.86 91/37104 (0.2%)
1 G 0.93 55/27385 (0.2%) 0.85 90/37104 (0.2%)
2 B 0.58 0/851 0.67 0/1146
2 D 0.58 0/851 0.67 0/1146
2 F 0.58 0/851 0.67 0/1146
2 H 0.60 0/851 0.67 0/1146

All All 0.92 | 219/112944 (0.2%) | 0.86 | 363/153000 (0.2%)

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

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 19
1 C 0 19
1 E 0 19
1 G 0 19
All All 0 76

The worst 5 of 219 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
1 G 4988 | TYR | CG-CD2 | -12.12 1.23 1.39
1 A 5014 | TYR | CG-CD1 | -11.55 1.24 1.39
1 E 5014 | TYR | CG-CD1 | -11.43 1.24 1.39
1 C 3922 | TYR | CE1-CZ | -11.19 1.24 1.38
1 E 3922 | TYR | CE1-CZ | -11.12 1.24 1.38
Eeaiovio
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The worst 5 of 363 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
1 G 4128 | PHE | CB-CG-CD2 | -10.00 113.80 120.80
1 E 4128 | PHE | CB-CG-CD2 | -9.73 113.99 120.80
1 C 4128 | PHE | CB-CG-CD2 | -9.69 114.02 120.80
1 A 4128 | PHE | CB-CG-CD2 | -9.62 114.07 120.80
1 E 4064 | MET | CG-SD-CE | 8.87 114.39 100.20
There are no chirality outliers.
5 of 76 planarity outliers are listed below:
Mol | Chain | Res | Type Group
1 A 1252 | HIS Peptide
1 A 1253 | PRO Peptide
1 A 1464 | PHE Mainchain
1 A 332 | GLU | Mainchain,Peptide
1 A 841 | GLY 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 26917 0 24461 1094 0
1 C 26917 0 24461 1105 0
1 E 26917 0 24461 1108 0
1 G 26917 0 24461 1100 0
2 B 832 0 831 38 0
2 D 832 0 831 37 0
2 F 832 0 831 36 0
2 H 832 0 831 34 0
3 A 1 0 0 0 0
3 C 1 0 0 0 0
3 E 1 0 0 0 0
3 G 1 0 0 0 0

All All 111000 0 101168 4395 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 21.
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The worst 5 of 4395 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:E:4826:ILE:CG2 | 1:G:4931:ILE:HD11 1.79 1.10
1:A:4879:MET:SD | 1:G:4578:LEU:HA 1.92 1.10
1:A:4826:ILE:CG2 | 1:C:4931:ILE:HD11 1.86 1.05
1:E:4578:LEU:HA | 1:G:4879:MET:SD 1.99 1.03
1:C:4826:1LE:CG2 | 1:E:4931:ILE:HD11 1.91 1.00

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 3496 /5037 (69%) 3173 (91%) | 220 (6%) | 103 (3%) 40

1 C 3496 /5037 (69%) 3169 (91%) | 223 (6%) | 104 (3%) 39

1 E 3496/5037 (69%) 3169 (91%) | 223 (6%) | 104 (3%) 39

1 G 3496/5037 (69%) 3169 (91%) | 226 (6%) | 101 (3%) 54 40

2 B 105/108 (97%) 92 (88%) 12 (11%) | 1 (1%) 187 61

2 D 105/108 (97%) 92 (88%) 12 (11%) | 1 (1%) 181 61

2 F 105/108 (97%) 92 (88%) 12 (11%) | 1 (1%) 181 61

2 H 105/108 (97%) 89 (85%) 15 (14%) | 1 (1%) 181 61
All All 14404 /20580 (70%) | 13045 (91%) | 943 (6%) | 416 (3%) E 40

5 of 416 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 689 THR
1 A 720 HIS
1 A 806 PRO

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

Mol | Chain | Res | Type
1 A 916 PRO
1 A 1253 | PRO

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 2500/4276 (58%) | 2486 (99%) | 14 (1%)
1 C 2501/4276 (58%) | 2487 (99%) | 14 (1%)
1 E 2502/4276 (58%) | 2486 (99%) | 16 (1%)
1 G 2501 /4276 (58%) | 2482 (99%) | 19 (1%)
2 B 89/90 (99%) 89 (100%) 0 [100] [ 100
2 D 89/90 (99%) 89 (100%) 0 |
2 F 89/90 (99%) 89 (100%) 0 |
2 H 89/90 (99%) 89 (100%) 0 |
All | Al | 10360,/17464 (59%) | 10297 (99%) | 63 (1%)

5 of 63 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 E 806 PRO
1 E 979 PRO
1 G 1934 SER
1 E 852 VAL
1 E 885 THR

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

sidechains are listed below:

Mol | Chain | Res | Type
1 C 3700 | GLN
1 E 1127 HIS
1 G 2247 |  GLN

Continued on next page...
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Mol | Chain | Res | Type
1 C 3813 GLN
1 E 203 ASN

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 carbohydrates in this entry.

5.6 Ligand geometry (i)

Of 4 ligands modelled in this entry, 4 are monoatomic - leaving 0 for Mogul analysis.
There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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