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

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at
https://www.wwpdb.org/validation /2017 /EMValidationReportHelp
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


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 3.40 A.

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

Metric Percentile Ranks Value
Clashscore NN - R
Ramachandran outliers IS 0.0%
Sidechain outliers I | I 0.9%
RNA backbone I | I 32
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score I 01 D (422

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -
Q-score - 25397 14717 (12.90 - 3.90 )

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 1 1275 -T 89%
1 2 1975 | =
1 3 1975 | B o

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK


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

Page 3

wwPDB EM Validation Summary Report

EMD-33787, TYFE

Continued from previous page...

Mol | Chain | Length Quality of chain
1 4 1275 . 90%
1 5 1275 | M= =
1 A 1275 | ™ 5o s ———
5%
1 B 1275 - 67% 17% T 7
7%
1 C 1275 — 68% 17% T 7
6%
1 D 1275 — 64% 18% 1w
5%
1 E 1275 — 66% 17% 1w
5%
1 a 1275 — 65% 19% T/
5%
1 b 1275 — 67% 17% T 7
7%
1 [¢ 1275 — 65% 19% L7
5%
1 d 1275 — 68% 17% L7
5%
1 e 1275 — 67% 18% 1
24%
I
2 H 1289 82% 18%
25%
I ——
2 I 1289 79% 20%
24%
I ——
2 J 1289 81% 19%
24%
——
2 K 1289 81% 18%
24%
S ——
2 L 1289 79% 21%
100%
3 M 3 67% 33%
80%
I
4 N 5 20% 40% 40%
24%
S -
5 R 1267 77% 22% .
100%
T
6 T 9 33% 33% 33%
37%
.
7 U 736 70% 19% 10%
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2 Entry composition (i)

There are 8 unique types of molecules in this entry. The entry contains 156282 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 RNA helicase.

Mol | Chain | Residues Atoms AltConf | Trace
1 1 140 ?81;31 6(139 1158 2(2)1 g 0 0
1 2 140 ?81331 6(139 1158 2(2)1 g 0 0
1 3 140 ?81:(1)1 6(138 11g8 221 2 0 0
! 4 132 1;)0713551 1 5(;0 11§4 288 g 0 0
1 g 143 ?813521 6C238 21(\)IQ 235 g 0 0

Total C N O S
1 A 1096 8628 5504 1462 1611 b1 0 0

Total C N O S
1 B 1069 8412 5372 1425 1564 51 0 0

Total C N O S
1 C 1079 8510 5436 1440 1583 51 0 0

Total C N O S
1 b 1054 8327 5321 1408 1549 49 0 0

Total C N O S
1 b 1061 $385 5356 1420 1560 49 0 0

Total C N O S
1 a 1078 8504 5434 1445 1574 51 0 0

Total C N O S
1 b 1074 8470 5413 1437 1569 51 0 0

Total C N O S
1 ¢ 1079 8514 5440 1446 1577 51 0 0

Total C N O S
1 d 1084 8547 5458 1451 1587 51 0 0

Total C N @) S
1 e 1077 8497 5420 1444 1573 51 0 0

e Molecule 2 is a protein called Lambda-2 protein.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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Mol | Chain | Residues Atoms AltConf | Trace
2 H 1288 ;F()Oltjéll 64%3 1;\(1)0 1;;2 389 0 0
2 ! 1288 ;F()Oltjéll 64C83 1;\(1)0 19022 389 0 0
2 J 1288 ;F()Oltjéll 64533 1;\(130 1S§)22 389 0 0
2 K 1288 ;F()Oltjéll 64083 1;\(1)0 19022 389 0 0
2 L 1288 ;l;)ofjéll 64083 1;\(1)0 19022 389 0 0
e Molecule 3 is a RNA chain called RNA (5-R(P*GP*CP*U)-3).
Mol | Chain | Residues Atoms AltConf | Trace
sl | e s 0 |0
e Molecule 4 is a RNA chain called RNA (5’-R(P*AP*UP*CP*GP*U)-3’).
Mol | Chain | Residues Atoms AltConf | Trace
N s s w0 |0
e Molecule 5 is a protein called RNA-directed RNA polymerase.
Mol | Chain | Residues Atoms AltConf | Trace
g R 1255 ggt;il 63036 1%0 16?26 6S4 0 0

e Molecule 6 is a RNA chain called RNA (5-R(P*AP*CP*GP*AP*UP*UP*AP*GP*C)-3").

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
0 T ) 192 &8 35 62 9 0 0
e Molecule 7 is a protein called Mu-2 protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 U 666 5320 3414 905 971 30 0 0

e Molecule 8 is ZINC ION (CCD ID: ZN) (formula: Zn).
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Mol | Chain | Residues Atoms AltConf
3 B 1 Toltal Zln 0
3 C 1 Toltal Zln 0
3 N 1 Toltal Zln 0
3 b 1 Toltal Zln 0
3 . 1 Toltal Zln 0
3 q 1 Toltal Zln 0
3 o 1 Toltal Zln 0
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3 Residue-property plots (i)

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

e Molecule 1: RNA helicase

Chain 1: = 9% . 89%
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e Molecule 1: RNA helicase
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e Molecule 1: RNA helicase
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e Molecule 1: RNA helicase
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e Molecule 1: RNA helicase

Chain 5: = 9% . 89%
PRIV oo oo o oo o *



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 12

S9TH

1911

ceETT

6CIN

81TV
LT

STTH

€TTL

OTTY

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 13

1Case

RNA heli

e Molecule 1

14%

17%

69%

Chain A

SO SO

91€4d
STEQ

oreM

LOEH
90€A

€084
00€Y
8624
§8¢4d
LLzd
9LZA
S.L2h

cLeh

8¥¢T

¥veL

T9TI

Lezh

€ced

(04747

g98ed

18ed

S.LEH

T9EN

LSGEN

ESEN

2GeT
T8ed

Ssves

0vEN
6€EET

9EEN

Leed
9¢ed

YTeEN
€CET

o

T79a
7€9T

T2ol
029A

0790

709
€09A

8894

89T
08393

79398
€99A

9S§SI
GSSI

2¢Ssa

GESA
vesd

TESA
G2ZSI
7194
8094
LOSA
90Sd

TOSA
00SSs

98%0
8.LvH
SLVN
TLYW
8L

LSYT

ov Sg
v
|

66.L31
L6L1

6.4
E€6.LN

T8LA

0 1,20
SLLT
29,4
€9LN
T9LL
T9LT

PASPRS

6€LT
8ELA
LEL3
CTELT
TELN
0ELY

TCLA

0 ozLy

6TLI

CTTLK
T1.4

TOLI
00.d
669V
€691
689N
189D
789M
€891
CT89H
0891
.94
0993

A4

ve6T
T€671
vrea

€163
216l

0 116d

6681
868N

681

£68d
268d

06831

788A
€88L

0481
%981

6380
898L

9G8L

£398S
[4:E:0]
TS84

€¥8A
{47418

8€8T

9€8A
Lz8d
9281
ST8W
8184

0T84

808d

8ETTYH

t

43291

COTTA

00TTIW

16014
960Td

M

SLOTH

< <&

8901d
190714

8590Td
vvota
8€0Td
0€0TA

¥2oTA

000TD

F66N
€664

7861
€861

046N
656V

9664
9661

Tv6d

0SZTA
0 izt

8¥¢1d
LyCTT
Eizati]

j2149)
EETTIN

T€CTH

8¢CTd
L2211

L121d
91CTS
S1CTS
E€ICIN

80CTS
L0214

66TTI
86TTA

88TTH
1811Q

Z8TTA
9.11d
SLTTI
YL11S

TLTTL
0L7TI

99TTM
€9TTL

¥ST14

6VTTH
8¥I11
LYTIN
TVTTH

6ETTI

L

e Molecule 1

L9211

19TV

1case

RNA heli

5%

16%

17%

67%

Chain B

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 14

Ao 2 2

9.L1S

OO OOOOOO

00ZA
66TH

L61d
9611

7611

OO SO0 SSO 6O oo

981D

o &

9071 [ |
0893

€£8€1
| egen
1880
0seb
6.8
|
29T
|
158N
|
£3E0
|
6£€T
8T
oted mmmm
0 S1€a
o18s
| 60ST
423 g06
| 10K
60gY4 ]
oﬂg mmmm
| 0038
00V ]
¢ ]
2621 €81
| |
1821 8.vd
| |
082A SLHN
6120 | |
s (20
L1zd | |
9.2 89%Y
¢ s [ |
] 8571
zLen il
[] eswy
1923 33%a
9924
] ¢
umuq
bl
6520 | |
[ | 0EHY
mqu
1520 ’
9THA
¢ STHN
PTvd

€TLM
SOLM

669V
8690

9698
SL9Y

TL90

$99Q

1

0993
6594

9G9H
SS9N
YSON

2991

059N
6794

8€91

0€94
6294

LT9M

ycod
€291

0zZoA

0190
609

R 2

709A

66571

8854

983N
¥8ss

9881

S.8T1

8G81L

66.3

€8.d

CTLIN

8ELA
LELT

SE€Ld
0eLY
9TLA

¥TLd
€CTLL

0 0z .24

0£0TA
| €LTTL
L20TL ZLTTd
920TT TLITL
| 0LTTI
6T0TA [}
R — momﬂs
90079 €9TTL
S00TN |
$00TA 09TTM
| |
9660 6YTTH
8YITT
¢ LPTTI
0 0669 |
THTTH
6865 [
8eTTYH
|
TETTH
§2431)]
860 ]
| 0zTTY
£L6W [
| 911D
3964 [
hﬂ. uHmS
| 60TTT
36T [
16013
¢ 960TQ
€764
Zv6b “
1961
Oi 9,011
€61
i ¢
«mﬂ 8901
eoT 19014
INNg 99011
|
0z6d
290Td
1 i
ed 69011
¢ 850Td
|
15010
6681 050TA
863N ]
| se81 ¥901a
9681 [
9681 $£07d
0 ¥68d 1

o=z

v.LCTA
TLTTA
0LTTA
69CTV

L9211
9921d

L¥T11
izq]

cvetd
Tve1d

9€TTL
EETTIN

T€CTH

o

6CCTA
ST
114944
91218
€TTIN
‘ L0214
i
86TTA
96TTA
98118

T8TTA
T8TTH

9.71d

1Case

RNA heli

e Molecule 1

15%

17%

68%

7%

Chain C

=] 3]
o el
2] ]
o H

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

o
]
N N
wn n

© © V090009000 o0 o

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 15

9€eN
SGEEL

€EEH

YTEN

P

70€I

TOEA
00V
662V

T

x4 4

LA

89¢I

<>

9%SI
€%5T
6€ST
9€91

SESA
vead

€CSH

8054
LOSA

SOSH
70571

€67A
(4549

08%d
6.1

9.%d
CTLVN
8974

LSPT

i

0 [ 4537

TS%4
0S¥A

157474

8ewd

e aa

9€TY
TCON
L1%S
90¥H
76€T

zeed
T6€T

0 28¢€d

€691

069N
6891

C89H
€L94
TL9S
TL9D
0L9L
699&
799K
65994

SSON
¥SoN

6794
8€91

0€94
6294

LTOM

STON

029N

STON

€194

¥09oA
€097

<>

8GSN

¥SSL

{4438
8184

€180
z18b

0T84
608K

708%
0087
v6.L4

T8LA
08,4

CLLN
TLLT

19,4

869a

S69S

A 4

E€L6N
8568
G561

9¥6a

€V6X
[443)]
1761
GE6A

T€6T

806W

G061

668A

868N

968A

0481

8981
LS81

6980
984

T984
978l
w8a
0%8y4
6€80
ve8d

128d
9281

8ETTY

SETTT

€CTIN

9E0TN

CEOTN

0E0TA

LTOTL

STOTh
wzot1A

0 L0078
$00TA
G661

266d

7861

¢

evetd

veera

61CTL

S12TS

ETTIN

Loty
9021d

Y0CTA

002TI

¢

T8TTA
T8TTH
mhmam
9.T1d
mhmﬂH
TLT1d

0LTTI

+=E

89114

99TTM

29111

6STTV

0STTA
6VTTH

LYTTH

| sLend
LZTA
|
02TA
6921V

L9211
9921d

e Molecule 1

¥9CTL

GSTIN

1case

RNA heli

6%

17%

18%

64%

Chain D

OO GO G0 90090000000

ceed
TeelL
0zeI

1120
9121

T8ed
0SeEN

07EN

8EET

< <&

8T€eY

L.zd
9.LZA

X4 §

cLTA
T.21

8921

2921

89CM

€67A

isice

08%d

CTLYN

09¥S

8SPL
LSPT

a7

[ehig
6ETH

8ThY

{478

TZHN

R LDWIDE

PROTEIN DATA BANK

(15728

O

L1%8
9TPA
STPN
¥1vd

90¥N

G8€d

€8€L

SGLEH
vLed

69EN

S9ed

ESEN

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 16

& 4

¥19d
€194

0190d

0 6090
09A

863M

EN

2854

7891
0833

Lo o o 4 oo

8.1ST
LLST

TLSS

6950

EEN

6951

19SS

9¥%SI
evST

CESI

AL
€159

01SS

L0SK
90Sd

¢

€0SY

TOSA

L

7671l

LELT

S€Ld

€€Ld
8¢LD

€CTLL

0 0zLy
1118
TTLA
OTLH
SOLM

T0LT
TOLI

669V

0 8690
G698
2690
6891
9894
89N
189d
zL9S

TL90
0L91L

0 0993
1590
959H
SSOH
»SON
694

L29M

€291

029N

819D

0 8.8a

8681
LS881

£G8S
L%8A

€781

o8y
6€£80

LE8Y
9E8A

zesh
8¢84d

€180
z18d

S08S

€081
2081
1084

663

€6.LH

<>

CTLLN

19,4

S9.4

29LL

9%.Lb
vLa

8ELA

z760

T€6T
8T6A

9263
26D

€T61
(4478

0z6d
6160

ST164

216l
1160

0 806H
5061
1064
6681

968A
S68T1

268d
9881

88Y

0 088y

89114

09TTM

0GTTA

44228

’ 154220
i

8ETTY

CETTL
TETTH

L2110
E€CTIN
[4qa%
TCTITA

LITTW
91770

Y111

16073
960Ta

€80TI

o o

6.L0TY

890TQ
19074

6%0TY
vv01a
0€0TA
81078
910Td

800TL
0 20074

700TA
€00TD
200Th
TOOTA

6661

—

SEEE

v.L2TA
TLTTA
19271

1921V

L9211

1case

0 SYTTI

<>

STCTS
vicis

8021S
L02Td

¢

+

e Molecule 1

20TTL

SL1TI

CL11d

RNA heli

17%

17%

66%

6%

Chain E

oved
6ECTA

9£TS Hmﬂ
898a
99EA

zeeT 1
29gT
85EA

0 £SEN

0SEN
67EV

Lezh

{4448 ‘

<>

12Tl

ozeI il

6EET

9eey

€EEH

Lged

COPOPPP 90 V0090090900000 00 o
O D

€CeI

0zes

Yo

L1€d

60€Y

LOEH
90€A

¥0e1
662y
LTV
8921
652a
952
[4{AN

vvel
EVTH

ey

6EST

GESA
Y€9d

2esI

0 625V

8CZSN

GZSI

E€TSH

Tesy
02SI

9181

LOSA
908d

€0SY
00Ss

€67A

08%d

TLYW
c9vd
aids

a4l

9€PY

0 geva
£EVY

9T¥A

Qv 00%a

9.el

0zZoA

. 4

€T9X

3

¢

8091

709A
€09A

009X
66ST

0 2850

SG8SN

6.5D

LLST

§.88
09SH

9GSI

0 2450

€%ST

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 17

0 8183
z180
808d
96.L1
68L1

T8LA

0 TLIW

89.LA
19,4

T9LL
T9LT

L5.4

L

<>

97.LD

0 .0

6ELT
8ELA
LELT

S€Ld
TCLA
0zLY
6TLI

€TLM
TILA

S0LM

20LT

€691

069N

8894
189D
9894
$89d

€891
C89H

0891

&

L]

T€61

4%

1260

< & oo

6160

LT6N
9168

€163

S061

TO6A

6681
868N

9681

0683
788V

0884
6.8V

€L8A
1981
€98S
9881
§680
7584

1984

678A

Tv8Y

8€81
LE8Y

8284
L28d
9281

{44538

280TYH

19074

S9071

1

67014

7¥01d

[47{0x"s

8€0T4

9E0TN

YCoTA

<>

9660

>

686S

15441

9€TTL

VeTTI

6CCTA
L2T11
0zeTI
61CTL
81210
L121d
E€TTIN
SOTTIN
20CTL

68T1a
88TTH

T8TTH
9.11d
TLITL
99TTM
09TTM

LSTTV

8¥IT1
TVITH
8ETTY
9€TTY
veTTa
TETTH

(43391

¢

€L21D

TLZTA
0.4ZTA

L9271
99¢Td

= o

0v6d
6E6S

S60TY

i4741]

1case

RNA heli

e Molecule 1

6%

15%

19%

65%

Chain a

L9y
9924

T92H

TSea

6%CH

ovea
6ETA

e s o o o 2B 4

veTh

_

2oes

66TH

9810

© © VOO0 PPPPP0POG O & G000

€0%A

¢ ¢
“ owmz
-
o

shed
|
z684 6EST
| |
SLEH SEIA
| |
zLe1 128N
| |
89€Q €TSH
1961 TTIA
| |
€9€1 61SI
|| 815l
ﬁmz [ |
ja%:t't
£5€H [ |
LOSA
¢ 905d
9ven wwmu
i i
e £6vA
G z6VL
e | Tevn
0674
1 i
9ge
- 9870
58vd
¢ .
€871
zeel poean
wﬂm: ﬁm«z
oﬂmm Ii.«qH
0 61€d ZLUH
| |
9Ted 8974
| grea |
vIEA 65VA
| |
LOEH 95HY
90€A ssva
| soea |
$0EI 0 zsva
|
TOEA
00€V
¢ 0evY
|
9Ty
¢ 1
8.2h STPN
| |
zLTh 0194

TLe1 [ |

8194

v.94

€194

TL90

699&

999N
SG9W
79oN

0S9H
6794

9%9A

¢¥9d
1790

0€94
6294

+n

L29M

v29d

819D
L19D

0 ST9Y
|

0 or9a
0 6090

6.4
€6.LN

9LLA
SLLT

CLLR
TLLT
0L,
19,4
EILN
GSLT
YSLL

€9.d
TSLL

0%LT
LeLa
TeLT

LgL4
9TLA

€TLL

8T.LD
L1LS

CTTLA
OTLH
60L1
80LI

SOLM
0L

00.d
669V

T691

689N

§89d
78oM

789d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 18

T€6T
6260

9zed

0z6d

8161
L16N

v16A
€164

1160

606X
806W
L06d

706V
£06Q

TO6A
006M
6681
968A

898N
1981

7981

€588

cv8y
1780

LE8Y
9€8A
GE8K
zesh
2e8I
L18A
181
608N
908N
2081

T08%
00871

8E0Td

020TI
6T0TA

STOT

SO0TN

6661

9661
¥661W

18671

7861
£86'1
CT86H

1860

0865
6161
8.L6Q

L 2 2

SL61

€L6W

€96V

656V
856S

0 9964

T02TS

86TTA

LLTTS
9L11d

TLT1d

0LTTI

99TTM

09TTM

YSTTY

c¢sTia

6VTTH

LYTIN

6ETTI
8ETTY

9ETTY

€ETTD

0zT1Yd

8TTIN

9TTTD

YITTT

v0TTd

L60T1d

CTLTIN

09CTA
652TYd

¥scia

SETTT
vecTI

0€CTa

91218

E€TCIN
[A%ANN
11210
01214

1Case

RNA heli

e Molecule 1

16%

17%

67%

6%

Chain b

2921
|
agz1
Lot
|
1520
LO7A
04 9071
“ |
207M
¢ ¢
¢
0 6ETA 0
¢ ¢
¢
9ges ¢
| ggen
ve2h 1661
[ | 068N
1221 | |
0zz1 98eL
612H aged

€8EL
T8ed
89ed
voea

TOEW
09€H

2SeT

5021 ﬁmmm

0 Lved

oven

6€ET

00ZA ogey

veeT

0 €EEH

YCEW
€CeI

STEQ

0oTEM
60€Y

LOEH
90€A

€0€Y

8624

Q@ © 9090009090909 P0900900900OOOO

7921l

€5949d

LSS
9%SI

(4748

8€SQ
L£Sh

LTSN

S8%d

€871
(4541

YLYVI

6971
8974

<> <

99¥H

SS%a

LEVY
9T

i

EEVY

TEVA

L1¥S

()57

v.,94
€L94
CL9S

0L9L

0 5990

Foon

0994

859D
739N
0S99

979A

079l
€291

0Z9A

0 919a

019a
6090

TO9N
6651

2654

€89d

€.5d

81841

808d
1081

70831

[4:70}

TLLT

1924

6S.LN

0SLA

9€.Ld
geLd

6CLS

LTL4
9TLA

0z.LY

8T.L0
LTLS
9T.Ld
STLN

OTLH
60LI

SOLM

€04
CO0LT

669V
869a

S69S
7691

7691

8894

$89d
789M

8194

G561
7568

TS6M

L9649

S¥6A

ov6d

€61

9zed

€261

ozed

G164

€164
1160
8061
TO6A
£68d

8888

v.8d
898N
7981
T98Y

8981

0 [4:E0]

TS84

LE8Y
0€8d

(44228

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 19

6TTTL
LITTW
CIIT1
00TTI
L6073
9601
S60TY4
%6071

2801y

19074

850Td

6%0TY

¥¥01d

[470%
9E0TN
¥cota

6T0TA

vrotd

200Th

00070
L6671

766

266d

1861

T86H

0 1860

7961
£96Y

0 93964

¢

SECTT
veTTI

61CTL

vicis
ETCTIN

3

¢
¢

SOTTN

2021l
TozTS

i

¢

88TTH
hwmﬁa
Nwmﬁ>
9.T1d
SLITI
wwmﬁm

TLITL

0 69113

99TTM

[419%)

09TTM

YSTTYH

2STTa

L

RNA hel

0STTA
6VTTH

TPTTH

¢

B6ETTL
wmmﬁz
CETTL
ammﬂx
8CTTIV

0zT1Y

CTLTT

19271

YSCTA

e Molecule 1

0 zse1a

0 4zl

Tvetd

1Case

7%

15%

19%

65%

Chain ¢

¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

8¥CT
L%T1

o
<
3]
-4

reeL

GLEH
ELEN

89¢ed
L9€T1

29T
TOEW

vsed

TSsed

oved
Tvel
0%EN

9€eN
Seed

0 €EEH
|

Lged

0 HTEW

ETEN
(4534

0TEM

LOEH

S0EA

09ey

T

0S¥A

S¥¥S

(074778
B6EVI

eev

oevYd
6CHN

86€Q

o o o o BB 2

zeed

¢

8.Led

SSON
VSN

9%oN

0€94
6294

STON

€291

0 9190

L09A
%09A
66571

8894

0 1850

>

L2 2

09GNI
6GSL

9981
SGGSI

€55d

T¥SA

8€39a
Le50

TESA
0€SL

L2 4

8CZSN

1294

61SI

CLLN
19,4
€9.LN
L824
0S.ZA
6€LT
8ELA
LELI

S€Ld

CELT

TCLA
0z.Ly

STLN
€TLM
60LI
SOLM
€0.4
20LT
T0LI

8690

969d
S69S

8894
$89d
78oM
€891
0891

.94
€.L94

190
0L9L

999N

0 5990

0994

ST64

0 €163
(AT
1160
016V
6681

968A
S687T

268d
98871

9.8V
§.8T

698L
2981

zgsh
7684

(47t S
LE8Y
8284
SC8NW

6781

L18A

5088

i

€08I

008T
66.%

S6.LD
v6.,4
€6.LN

T8LA
08.Y4

8LLN

9LLA
SLLT

[47Ux

LEOTT
9E0TN

veotd
L20TL
{2409\
020TI
STOTW
€00T0

6661

7661

7861
€861

0 1860

L6

656V
83968

SS6T
7568

2¢S61
TS6M

6761

Ly64

i

Sv6A

L€60

2TEBN
T€6T

6260

9zed

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 20

8LITA

9.11d
SLTTI
ZA%)

TLTTL
0LTTI

o

L9711
99TTM

09TTM
6STTV

6VTTH
8YITT
LYTIN
S¥11d
TVITH
8ETTY
€ETTD

8TTIN
LITTI

(43391

COTTA

S60TY4

%801S

28014

08010
0 6,074

SLOTH

19074
SS0TT
67074

SY0TI

€.L21D

0L2TA

19271

C29CTA
1921V

65CTYd

YSCTA

4741l

T9¢1d

SECTT
YeTTI

Praqas

STTIA

11210

RNA hel

60211
802TS
L0274

e Molecule 1

SOTTIN

86TTA
L6TTD

06TTI

T8TTH

1case

15%

17%

68%

6%

Chain d

¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

652a

752y

L¥TT

TeelL
0zCI

oy

S959

T%SA

8€Sa
28D

CESI
TESA

8CTSN
LTSN

7418
v194
L0SK
90Sd
SOSKH
COSN
00Ss
v6vL
08%d
YLVI
ELVN
CTLYN

8S¥L

SS%a

€SVL

8¥¥A

<> oo

ovva

6ETIH

9T¥A

LO%A

SOVI

0 1093

1691

€691

069N
689N

78oM

TL9S

0,91

999N
$§99a

0993

GSON

9%9A

B6E9L

9€9T

€91

2e91

6294

LTOM
92971

€291

609a
8091

9091

66ST

LLST

TLSY
€.S9d
¢LSS

9.8Y
§.81

7981

zv8y

Le8yd
9€8A

[4:t:0]
L08L
v08)
00871
96.L1L

€6.LN
T6LS

[4:70]
T8LA

9LLA
ELLY
CLLR
TLLT
0LL3

T9LT
09,4

67LN
vvLa
6ELT
8T.LD
STLN

TCLA

o]

6TLI
8T.LY
L1LS

€TLM

SOLM

N~ — m ¢ 0 © [ o )
o [ © © © © © o M~ ~
) i< QoA D [} o
< = < o< = = (2]

SG61

€61

T€61

9z6d

2T6A

0z6Yd

8161

S164
viea

6681
S68T1
680
£68d
268d

1881
9881

£88L

¢

9TTTD

YITTT

(49291

0 16073

S90T1T
7901d

290Td
T90Td

850Td
¥vo1ad
07011
TE0TA
L20TL
¥2oTA

020TI

L0014
€00TD
S66L

266d

18671
7861

C86N

+In

8vz1d
0 L9211

0 V41l

SETTT

62CTA

L121d

01214

10218

Z8TTA

9.11d
SLITI
¥L11S

CL1ITd
TLTTL
0LTTI

99TTM

TVTTH
ov11a
6ETTI

: RNA helicase

e Molecule 1

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 21

16%

18%

67%

6%

Chain e

eTh

0ECH

COPOPPOPPPPPOOSO G000

L 4

¢

06EN

T8EH
18ed

ELEN

L9€7T
99¢eA

LSEN

vsed
ESEN

TSed

7ve1

seed

YZeEN

C¢eSI
TESA

8CZSN
LTSN

L1SS

A%t

60ST

L0SA
908d

08T

€67

€871

08%a
6.LY1

LLYL

SLYN
YLYI

(15729

LO%A

TS9L
0S9K

oV

9091

709A

€85d

7988

9GST

€GSd

6791
8%9d

9%SI
S¥Sy

6€ST

SESA

[44:38
(42|
081
2081

v6.L4
€6.LNH

88.LS

9LLA
CLLN
8G.LL
9G.a
6Y.LN
9v.Lb
SY.H
¥vLa
ovLT

LELF

Leld
9CTLA

C0LT
TOLI

669V
€891
089L
9198

190

>

999N
$99a
TN

2991
7991

6%6'1

@ & o o

SE6A
7€6'T

CEBA

6260

Leev

Tzea
0z6Yd

8161

v16A

1160

806N

9064

vo6v
€06a

006M

£68d

€881

9.8V
S.871

7981

£398S

984
0S8L

E€¥8A

9E8A

ve8d

9281

69014

190Td

890Td

67074

¥v01d

9E0TN

€E0TH
CEOTN

62073

L20TL
92071

w2ot1A

STOTI

00070

S661

066D

7861
€861

0 2861

1860

6.L671
8.L6Q

L6

momﬁq
90z1a
SOTIN

T0CTS

g

0 88TTH
0 2811a
|
T8TTA
T8TTH

9.T1d
SLTTI

€LTTL

0LTTI

89714

99TTM

B6STTV

SHTTd
44229

(4435
154230

mmmﬁH
€ETTD
CETTL
TETTH

8TTIN
LITTH
wﬂmﬁa
ETTTV
CIT11

0TTT4d

80TTM

L6014
960Td

7801S

9L0TI

< <&

L

111

6521y

YSCTA

2¢seTa

9%ZTh

1

SETTT
YeTTI

(45429

e Molecule 2

01214

Lambda-2 prote

24%

18%

82%

o o
© ©
L"I“‘

Chain H

6VTL

1

EVTI

0%1d

1

SETT

CETT

0ZTA

TITA

<* <&

%018
€0TI

00TI

861

R LDWIDE

964

6%

0LL
690d

€91

€ed

T€A

SCA

0. €24

O

PROTEIN DATA BANK

W



EMD-33787, TYFE

wwPDB EM Validation Summary Report

Page 22

81¢el

v1e1

0TEN

L0€T

v0€eT
€0EA

66CA

< 0O o o

082a

852H

1}

052N

€¥Cs

Tven
[eiz4s]
6ETL

LETL

<> &

€1l

i

06T
68TV

0L1Yd

S913

09TH

SSTO

[4s1a 4

01
€LVS
6974
0974
85%Q

€S¥T

6271

6170

6073

00%&
66€D

28€ES

08¢eY

3

¢

vLED

TLEY

69€X

6G€ES

LS€S

zsed

i

oved
Shem
YveT

cveL

<>

SCTLA

999M
[sooL |
%991
|
Y991
|
[] 6791
fefolelv] LN
o o
€ESM -
2esd Zv9)
T€93 -
0€SI GEIN
o
¢ 2e9T
[reor |
975D 0E9N
| [ eeob |
€ISV 8293
z1sn | Leor |
| | 9Z9X
805y [ seon |
‘ oM
|
679d
G0SA
] [erod |
‘ 10SL LTON

> o

@ 000 o0 o

S18A

608

8.1
€8.0
6LLS

YLLT

EELN

e
TELD
0€LT

0 %861

T86M

€961

€€61
Te6A
Te6a

[44-4¢

8161
L16S

ST6L

€064

888D

§88I

7881
0580

7¥8s

COPOPO & 00000 o o

8TOTH

o

12071

i

6TOTI

STOTA

€T0TA
CIOTH

800TI

T00TT

6661

1,664

OO 0O & 0O G000

66T
66V
€661

6864
8861

0 1860

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
04
¢
04
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢

OO 0O & 900909000000 o

< <&

PO 9000090090090 P0 9009009000090 909090909090900%90090

-

98211

¥8C1A

e o o o o o o 4

<& <&
~ o O
~ K~ ®
[} N
-~ —
> >

T9CTM

e Molecule 2: Lambda-2 protein

63SCTh

A e A

25%

20%

79%

Chain I:

+

CeTT

P

664
861

IQ

964

vex

061

884
984

180

o il

T€X

Le1

< & <

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, TYFE

wwPDB EM Validation Summary Report

Page 23

oo

G8CT

i

2820

082a

7921

65¢CS
85cH

1}

052N
6%CI

LYCH

€¥CS

TvCn
[eiz4s]
6€TL
8€TT
LETL

612D

ol

S120

T6TQ
06T

98Td
S8Td

STV

EVTI

01
00%A
66€D

L6€T
96EM

’ 68€d

L8ET

<& &

cLed
TLEY

69€X

29ea
6GES

€G€I
zsed

>

oved
SveEM
YveT

TYEL

CEES

[44°9%

91€Y
STEV
v1e1
0TEN
LOET
€0EA

66CA

918D
S184

CISA

1188
01sb

9081

053
€093

0 TOSL
0 00SN

S6%0
1451728

0 98%a

8LYA

9.%4

YLv1

¥9¥a

i

9G¥%1
SS7h

€G%T

i

0S¥S

6EVA

SEVT

SO¥A

<>

1991
9€91
SEIN
YEON
291

veom
€29A

679d

€T9A

9188

€194
TLSb
TLSK

1950

09SA
6GST

€59a

0§54

2vsd
T%SA

8€SI

2esd
T€5H

b

o 4 4 2 BB

CTLLT

89,4

29Ls
T9LY

89,4
15,4

ik

L1LS

60L1
9041
20.Ls
6894
1891

7891
€891

EZigH|
2998

0990
699H

¥Son
0593
9%9L

€%9d
(44N

618A

7184

663

0 2663

066M

0 %861

8L6S
116D

T.64

8964

7960
9564

564

0 €963
6764

61
1761

SE6L
ve6d

T€6d

%261

+n
2261
TT6A

c164
TT6A

+IEEm
6060
8060

1688

8880

S881

QS © & VPP PPPG V0 V0 V0 VO V999G 99990 O O 9% o0

A 4

68011

COOPPPPP 900 900 9909090909900 P0PPPPPPPPP9P0P0P999990 9909090

COPPPPPPPPPP VPP PPPPPPPP0 9909090909090 990999%9%9%90

8T0TI

GTOTA

L0014

[N
< «
- -
—
A =

D
)
—
b
o~

Y9110

LSTTA

v.LC11

N~
© ©
(SIS
—
oA

TOCTM

85CTd

TSCIN

9YCTL

15795

8ETTM
Legtd

vecta

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
4
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

L1211

4
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢

e Molecule 2: Lambda-2 protein

24%

19%

81%

Chain J:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, TYFE

wwPDB EM Validation Summary Report

Page 24

ompe

€ETT

6214
2210
(4954

6111

LOTN

00TI

861

0671

98I

80

08s

082a
8.24
L9eN
€920

65CS
85¢d

SSCT

13144

621
8¢l
LYCH

s¥ed
4444

157408

0 9z

7498

1eet
0ZCA

¢

Ao 2 2 2 A

8T¥L

£0%Q

96€EM

L8ET

g8ed

69€X

9ved

¥veT

cvel
Tved

veen
0oged
4]
STEY
0TEN
€0EA

66CA

062b

L8TM
9824

€8CK
2820
1820

s
¢ o

09SA
6GST

LG99

93

0 £8950

CGSA

0§54

2¢€Sd
TESH

919D

CISA

1)

€0S%

0 98%a

€871

69%4

S50
€S%1

LYPA
ovvY

8EVA
SEYT

S2va
¥Zvd

T

91,4
STLD

TTLI
60LI

90LI

8690
9694
0690
1891

7891
€891

OO0 OO o

T894

79T

G991

7390

05894

SH9A

Ty

BEM

T2od

ST

L9Sd

g

£76Q

8281
1280

28

9188 TT6A

8060

888D
L88L

S$88I1

YLLT
€LLd

o m

89,4

9L

<>

92011

Q© © & O 9090000000

STTID

¢
¢
¢
¢
¢
¢
¢
¢
¢

<> <&

COOPO & 0O G000
R e e e s e OOOiOOOOOO00000000000000000000000

<>

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

Z8TTA

08TTL

o o
~ N
R
P
o

COOPPPPPPPPPPPPPPPPPPPPPPP 9909099909099 99909999999999999%99%999%9%9%99%99

CSTTH

—
)
-
-
>~

SETTA

8ETTM

04
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢

81%

T9CTM

=
]
—
Qo
—
[«
i
<
=
Q
g
®
—
o
=2
=
O
=2
=
[ ]

18%

24%

Chain K:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, TYFE

wwPDB EM Validation Summary Report

Page 25

T

9814

i

€STT

TSIV

67T

€eTT

STTA

CTIN

3

80TH

€0TI

TO0TX
00TI

763

29d

< & <

€T
£ea

0 T€A

8CH
121

Ao 4

-
SEEA
TEEA
vie1
0TEN

LOET

E0EN

TOET

.

1820
082a

Sled

T2
oLey

6S5CS

LSTT

69€X

LS€8

YSeEV

zsed

67ed

L7€b
oved
Svem
ve1

0 €850
|

¢9LS
TOLY

65LS

S6.L4

€6LA

L8LI

S8.4

€80
T8LA

08.LT

8.L.4

0460

988A

8181

0 0481

6984
S98L
T98M

1,88d

0 15010
0 050TD
6701V

0 L9014

12071

i

6TOTH
81071

STO0TA

CTOTH

07073

800TI

900TA

7001V

L6641

26631

‘I

Z86A

661

3

¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

g
~
—
—
o

OO PPPPPPP0P P00 90 P00 90P0909090P090909090909090909090990999999999999999%9%9%9%9%9%9299 90

0%CTA

9€TTY

¢
¢
04
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
04
:
o=
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

O N~
0 00
-
-
S

e Molecule 2: Lambda-2 protein

24%

21%

BN
(=
~

Chain L:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, TYFE

wwPDB EM Validation Summary Report

Page 26

TPIL
ov1a

B6ETN

>

YETd
€ETT

0ETX

b & 4

00TI

L6A
450
683

984
8b

08s
0LL

29d
194

7SI

Lvd

0 €ed

620

9zl

S8CT

i

282D
1820

6.21
8.2y

€LTV

t

65CS

1821

€52a

6¥%CI

€¥Ts

TYCW

6ECTL

Lgal

1

ozea
612D

L12S

& &

2611
681V
281a
0LTd

SSTH

€511

o ogs1

—— 6zsA
|

1071 ozat
| o0vA |

660
[ seed |

2681

918D

CISA

18€1

6LEN

-

8Ged

zsed 0671
68%A

3

L7€0 0 98%a

[}
)
N
>

SCeY LEVA

Letd
0 — mmE.
“ T6TA 7ivA
= onm
0 682y 6073

9594

7590

0593

Y994

T%91

BEIMN

T€91

1291

€T9A

LTON

STON

€T

66571

G6SA

GLSK

€494

045a

L9Sd

§9Sd

1

€990
TSSA

05S4d
6750

¥¥Sd
€ESM

2eSd
TESH

76.LT
€6.LA

€LLd

0 TLLT

9L
ToLY

0824

EELN

0€LT

oo

STLA

ETLN

60LI

90LI

8690

6894

1891

€891

SLOA

€L94

TL9A

¥161

c164
TT6A

6060

064

688

988A
S88I1
7880

0481
6984

¢
¢
¢
¢
¢
¢

9580

w¥8s

8€8d

L2 2 2 2 4

8281

ST8n
vzsn
€280

T184
OT8H
608K

¢
¢
¢
¢
¢

S08A

208s

8T0TI

PT0TH
€T0TA

TT071
070Td

800TI
7001V
€00TS
200Ts
TOOTT

766V

066M

S86S

€86d
Z86A

6,61

TL6Y
0462

L9649

0 99611

€96
296d

veed

9C6A

COOPPO 90900 O & 00 G O O O O 9000 o

7261

L 4

o B 4 4 4 4 & 4

<>

¢

CT60TA
T60TW

CLOTI

0901V

92011

€ETTD

D@D © COPPPPPO GO GO VP99V PPVPVVVV9 9999999990 2999999999999 990

e s o 4 a4 A A e d A

®
)
p=
—
>

OOV P P09 PP 090 PP 00 9090090909099 90P090909990909990909099090999090909999%99%99090%9090 290

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

e Molecule 3: RNA (5-R(P*GP*CP*U)-3’)

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-33787, TYFE

33%
22%

40%

100%

80%
40%

77%

67%

wwPDB EM Validation Summary Report

20%
24%

4

e Molecule 5: RNA-directed RNA polymerase

©
=1

e Molecule 4: RNA (5-R(P*AP*UP*CP*GP*U)-37)

Page 27
Chain N:
PR
Chain R:

)
<

LOSA ’1
6994

¢
¢
:
. bm o E
N ¢ ¢ 7l
¢ mmﬂ ¢ 828 o “ 0051 T ¢ £39)
¢ M o l ¢
“ wmm,_ “l . . m ¢ ¢ seu
| | 9e8h
¢ ﬂmz ¢ N ¢ ¢ Lvom T i
¢ ¢ soed 0. ¢ “ %951 0% MmM”
¢ “ “ ¢ “ 1958 OIﬂzxv ﬁmﬂ
0614 ¢ o
DR “- L
#8IN ¢ cose :
0 00€1 “
oo ¢ e
mmu,_ ¢ cevt
82S “
mmmm 4
8.zd
i ¢
7.2
8YTH wﬂws ’ wau
| [ | ¢ 164
= 5 "
93¢ ¢ Mmm_
mam 5
= .
18€d 0
“ ¢
¢ €LL1
29%S Iy ¢ e |

69.LM

1999
¢ ¢ 0894

]
“ ¢ s oot 0r fou

T09A TLON
=5 AR 0098
€578 ¢ SGail
zavy [ 8sad |
R ¢ 1684
[} 0 9199 | 96sa

oo g T
| ovwd z69s

0 6£d 0 z1sa
' ‘m I

e & & & 0% O o o

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 28

86EN

SYTTA 96
| 96d
SHITT 761
POTTD [ een 98es

8ETTH 16d

YETTT
0 T8EA
¢ osea ]
0 6Led
[z e

CETTY S84

¢

- I -
10%
<> <>
SOS> SO o

.
©
Q
~

<>

vled

COPPPOPPO 000 & & o0 o

OO OOO S0
@ OO0 SO0

’ _ E
z 199
¢ «?
€} ¢
¢ =
¢ L s ol
wmmu ¢ owm:_ &) 3 091 ¢
ST6S 0 95214 M.. mﬁ [ ] SE€TA SO0EA 0
0 €263 0 0 0 A 0 ov1s vezd 0
¢ cesa ¢ ¢ M.. ¢ mmE. mew ¢
1261 ¥10TH ¥beia geTd |
z164 01074
4 6007 “ Smd w N = 087A k “
] N ¢ STeTH Mr. ¢ s
9061 [atas * ¢ ¢
1 ¢ 1 < 3
668H ¢ ¢ ¢ o M.. =] B ¢ e ¢ “
868D ¢ | e0zTL
= e R sz O ¢ ¢ ¢
768L 7867 ¢ 90ZTH ol ¢ o ¢
£sad ¢ B | O 8 ot “
1684 mmmS £021a M.. R ¢ bt ¢
omms mmmg ¢ < ¢ Iy S 01T ¢
*
1881 06011 ol = ¢ 2
= e T = 3 R E ;
01 Bﬂﬁ 7 w_u m S 0. “F 4 :
o ~
o 4z .+ el SRR e ¢ :
- 6L0TV m\.m§ ANn A ¢ “ ¢
9.8d
¢ o2 0+ G2 HE s “I = ¢ ¢
690Td g2
¢ “MM” ] 0} © ¢ I~ a1s ¢ LOTH
z90T4 S9TT0 O O Cgot1
. 9968 o wumﬁ = .. “ =) “ T
¢ Eﬂﬂ (212 3 e ¢ W o =
] — =] — = T1Q ¢
M mmmS TSTT0 S = ¢ < S 3 ¢ ¢
¢ 1 OI = < 0. = = l 861
¢ 6v0Td ° O ¢ ° @) ¢ v

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W



EMD-33787, 7YFE

wwPDB EM Validation Summary Report

Page 29

b B o
P
]

0SS

8%GI

9%91

i

199D

B6ESK

< <&

€29y

H-

PO OO PO & SO 90000 o

709y

~
0
S
[

98%A

COOPPPPPPPPPPPOSG G000 o0 oo
gI
3

ST9S

0

-
~
=

@ 0O oo

o [T}
oM o
© ©
=] 4

069N

8893

* <
~ o o
Glo 5 &
5] (=

oo o 2 2 2 2 2 2 2 2

L 2
o
~
©
=

© [ — N
© © N~
© © ©0 ©
(=4 = A o

OO POeO & SO0

O

R LDWIDE
PROTEIN DATA BANK

W



Page 30

wwPDB EM Validation Summary Report

EMD-33787, TYFE

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 50031 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) 40 Depositor
Minimum defocus (nm) 1200 Depositor
Maximum defocus (nm) 2000 Depositor
Magnification Not provided
Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
Maximum map value 2.522 Depositor
Minimum map value -1.256 Depositor
Average map value 0.039 Depositor
Map value standard deviation 0.189 Depositor
Recommended contour level 0.5 Depositor
Map size (A) 435.2, 435.2, 435.2 wwPDB
Map dimensions 320, 320, 320 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.36, 1.36, 1.36 Depositor
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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 | prigy | 417) >5 | RMSZ 47| >5
1 1 0.67 0/1052 0.79 5/1413 (0.4%)
1 2 0.60 0/1052 0.74 3/1413 (0.2%)
1 3 0.26 0/1051 0.50 1/1411 (0.1%)
1 4 0.34 0/984 0.43 0/1319
1 5 0.38 0/1069 0.79 9/1437 (0.6%)
1 A 0.17 0/8856 0.36 3/12127 (0.0%)
1 B 0.17 0/8641 0.36 3/11837 (0.0%)
1 C 0.15 0/8741 0.35 1/11973 (0.0%)
1 D 0.22 0/8553 0.39 4/11717 (0.0%)
1 E 0.16 0/8612 0.37 1/11798 (0.0%)
1 a 0.19 0/8735 0.35 5/11965 (0.0%)
1 b 0.14 0/8701 0.33 0/11919
1 c 0.14 0/8745 0.34 0/11979
1 d 0.14 0/8779 0.35 1/12027 (0.0%)
1 e 0.27 0/8728 0.43 8/11955 (0.1%)
2 H 0.16 | 0/10404 | 0.34 1/14205 (0.0%)
2 I 0.17 | 0/10404 | 0.37 4/14205 (0.0%)
2 J 0.17 | 0/10404 | 0.37 6,/14205 (0.0%)
2 K 0.13 | 0/10404 | 0.33 3/14205 (0.0%)
2 L 0.17 | 0/10404 | 0.34 | 2/14205 (0.0%)
3 M 0.05 0/69 0.11 0/105
4 N 0.12 0/116 0.35 0/178
5 R 0.28 | 0/10179 | 0.44 6,/13823 (0.0%)
6 T 0.10 0/214 0.20 0/331
7 U 0.31 0/5436 0.55 8/7375 (0.1%)
All All 0.20 | 0/160333 | 0.39 | 74/219127 (0.0%)

There are no bond length outliers.

The worst 5 of 74 bond angle outliers are listed below:

EMD-33787, TYFE
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
2 I 859 | GLY | N-CA-C | 11.14 127.03 112.77
7 U 132 | ALA | CA-C-N | -11.07 106.00 119.84
7 U 132 | ALA | C-N-CA | -11.07 106.00 119.84
1 3 7 LYS | N-CA-C | 10.74 122.74 111.14
2 K 1046 | GLY | N-CA-C | 10.09 124.84 112.73

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 1 1041 0 1024 12 0
1 2 1041 0 1024 13 0
1 3 1040 0 1022 21 0
1 4 975 0 962 19 0
1 3 1058 0 1037 18 0
1 A 8628 0 8540 143 0
1 B 8412 0 8306 131 0
1 C 8510 0 8390 143 0
1 D 8327 0 8225 145 0
1 E 8385 0 8286 148 0
1 a 8504 0 8395 160 0
1 b 8470 0 8356 141 0
1 c 8514 0 8406 166 0
1 d 8547 0 8435 137 0
1 e 8497 0 8386 135 0
2 H 10144 0 9914 147 0
2 I 10144 0 9914 166 0
2 J 10144 0 9914 149 0
2 K 10144 0 9914 146 0
2 L 10144 0 9914 171 0
3 M 63 0 33 1 0
4 N 105 0 54 2 0
5 R 9926 0 9854 189 0
6 T 192 0 98 7 0
7 U 9320 0 5355 89 0

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

Mol | Chain

Non-H

H(model)

H(added)

Symm-Clashes

1

0

0 0

oo| co| co| co| ool oo 0o
olalo|lo|o | O
[SrY QS (U (U um—ry pa—

(o] Hen) Hew) el Rev] Han] Naw)

[e=) Henl Ben] Nen) Nen) Raw)
[e=) Hen] Hen] Hen) Nan) Ra)

[e=)] Bes) Hen) Hen) Hen) fe) Heo) el

All All

156282

153758

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 8.

The worst 5 of 2419 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:858:THR:HG23 | 1:A:942:GLN:HB2 1.55 0.88
1:B:630:PHE:HB2 1:B:772:MET:HE1 1.60 0.82
5:R:549:ILE:HD13 | 5:R:553:MET:HG3 1.62 0.82
3:M:2:C:H5” 5:R:797:ARG:HH22 1.43 0.82
2:1:978:SER:HB3 2:1:1022:ASP:HB2 1.64 0.79

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 1 136/1275 (11%) | 134 (98%) | 2 (2%) [100] [ 100
1 2 136/1275 (11%) | 133 (98%) | 3 (2%) 100 ] [100]
1 3 136/1275 (11%) | 134 (98%) | 2 (2%) [100] [ 100
1 4 126/1275 (10%) | 121 (96%) | 5 (4%)

gPrDE
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 5 139/1275 (11%) | 137 (99%) | 2 (1%) 0 [100] [ 100
1 A 1090/1275 (86%) | 1043 (96%) | 47 (4%) 0 |
1 B 1065/1275 (84%) | 1021 (96%) | 44 (4%) 0 [100] [ 100
1 C | 1073/1275 (84%) | 1027 (96%) | 46 (4%) 0 100 ] [100]
1 D 1050/1275 (82%) | 1016 (97%) | 34 (3%) 0 |
1 E 1059/1275 (83%) | 1013 (96%) | 46 (4%) 0 [100] [ 100
1 a 1072/1275 (84%) | 1021 (95%) | 51 (5%) 0 100 ] [100]
1 b 1068/1275 (84%) | 1018 (95%) | 50 (5%) 0 |
1 c 1073/1275 (84%) | 1038 (97%) | 35 (3%) 0 100 ] [100]
1 d 1080/1275 (85%) | 1037 (96%) | 43 (4%) 0 |
1 e 1071/1275 (84%) | 1022 (95%) | 49 (5%) 0 [100] [ 100
2 H 1286/1289 (100%) | 1238 (96%) | 48 (4%) 0 |
2 I 1286/1289 (100%) | 1243 (97%) | 42 (3%) | 1 (0%)

2 J | 1286/1280 (100%) | 1245 (97%) | 41 (3%) 0 100 [100]
2 K 1286/1289 (100%) | 1238 (96%) | 48 (4%) 0 |
2 L | 1286/1289 (100%) | 1243 (97%) | 43 (3%) 0 100 [100]
5 R 1251/1267 (99%) | 1198 (96%) | 53 (4%) 0 |
7 U 654,736 (89%) 614 (94%) | 38 (6%) | 2 (0%) 36 65

All | ALl | 19709/27573 (72%) | 18934 (96%) | 772 (4%) | 3 (0%) | [ 100 | 100

All (3) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
7 U 678 PRO
7 U 133 PRO
2 I 643 PRO

5.3.2 Protein sidechains ()

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.
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 1 112/1113 (10%) 97 (87%) | 15 (13%) 15
1 2 112/1113 (10%) 92 (82%) | 20 (18%)
1 3 112/1113 (10%) 110 (98%) | 2 (2%) 51 67
1 4 105/1113 (9%) 99 (94%) 6 (6%) 181 45
1 5 113/1113 (10%) 104 (92%) | 9 (8%) | 111} 36
1 A 969/1113 (87%) 963 (99%) | 6 (1%) 7811 80
1 B 942/1113 (85%) | 938 (100%) | 4 (0%) 84183
1 C 954/1113 (86%) | 953 (100%) | 1 (0%) 881 189
1 D 934/1113 (84%) 921 (99%) | 13 (1%) 59 70
1 E 940/1113 (84%) | 939 (100%) | 1 (0%) | [8sf189}
1 a 952/1113 (86%) | 947 (100%) | 5 (0%) 81181
1 b 948/1113 (85%) | 946 (100%) | 2 (0%) 870185

1 c 954/1113 (86%) | 954 (100%) 0

1 d 958/1113 (86%) | 958 (100%) 0

1 e 951/1113 (85%) 940 (99%) | 11 (1%) 63 72
2 H 1117/1118 (100%) | 1109 (99%) | 8 (1%) 76|78
2 I 1117/1118 (100%) | 1110 (99%) | 7 (1%) 781 80
2 J 1117/1118 (100%) | 1107 (99%) | 10 (1%) 70 |76
2 K 1117/1118 (100%) | 1115 (100%) | 2 (0%) 870185
2 L 1117/1118 (100%) | 1111 (100%) | 6 (0%) 81181
5 R 1075,/1084 (99%) | 1056 (98%) | 19 (2%) 51 67
7 U 591/650 (91%) 574 (97%) | 17 (3%) 37 60
All | ALl | 17307/24019 (72%) | 17143 (99%) | 164 (1%) | 68 | 76

5 of 164 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
) R 559 SER
7 U 671 ASP
) R 570 LEU
7 U 88 LYS
1 a 624 GLU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 203
such sidechains are listed below:
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Mol | Chain | Res | Type
2 L 49 GLN
7 U 555 ASN
1 e 929 GLN
2 L 352 GLN
) R 439 GLN

5.3.3 RNA (D

Mol | Chain | Analysed | Backbone Outliers | Pucker Outliers
3 M 2/3 (66%) 1 (50%) 0
4 N 4/5 (80%) 3 (75%) 1 (25%)
6 T 8/9 (88%) 3 (37%) 0

All All 14/17 (82%) 7 (50%) 1 (7%)

5 of 7 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
3 M 2 C
4 N 6 U
4 N 7 C
4 N 8 G
6 T 5 U

All (1) RNA pucker outliers are listed below:

Mol

Chain

Res | Type

4

N

7 C

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)

Of 7 ligands modelled in this entry, 7 are monoatomic - leaving 0 for Mogul analysis.


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
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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.


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-33787. 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: 160 Y Index: 160 Z Index: 160

6.2.2 Raw map

X Index: 160 Y Index: 160 Z Index: 160

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

WO RLDWIDE

P

PROTEIN DATA BANK


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: 155 Y Index: 199 Z Index: 190

6.3.2 Raw map

X Index: 213 Y Index: 201 Z Index: 190

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

WO RLDWIDE
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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.

HRLDWIDE
WF

PROTEIN DATA BANK


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

Page 42 wwPDB EM Validation Summary Report EMD-33787, TYFE

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 0.5.
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.

WORLDWIDE

PROTEIN DATA BANK


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 0.5

Voxel count (logl0)

T T T
-1.0 -0.5 0.0 0.5 1.0 1.5 2.0 2.5
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

80000

70000

60000 1

50000 4
— \olume

Recommended contour
40000 A level 0.5

volume (hm?3)

30000 -

20000

10000

0 B
T T T I I I

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

The volume at the recommended contour level is 2485 nm?; this corresponds to an approximate
mass of 2245 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

.04 |
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—10.0 A
—-12.5 4

L

T T T T T T T T
0.00 005 010 015 020 025 030 035
Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.294 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.

81 FSC (D
FSC
1.0
]
]
0.8
I
I
!
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= |
S Hfiit i vttt At 0.143
% 0.4 L == 05
E ") —— Half-bit
S "1 Reported resolution
A 3.40 A+
0.2 1 S e e SRR R —
0.0 B S .. =S
-0.2

T T T T T T T
000 00> 010 015 020 025 030 0.35
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.294 A1


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

Page 47 wwPDB EM Validation Summary Report

EMD-33787, TYFE

8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 3.40 - -
Author-provided FSC curve - - -
Unmasked-calculated™* 3.99 | 5.00 4.08

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 3.99 differs from the reported

value 3.4 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-33787 and PDB
model 7YFE. Per-residue inclusion information can be found in section 3 on page 7.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.5 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 (0.5).

WO RLDWIDE
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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
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Contour level

At the recommended contour level, 78% of all backbone atoms, 61% 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 (0.5) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All B 0.6090 . 0.4220
1 s 0.5350 . 0.4410
2  0.5270 . 0.4310
3  0.5320 . 0.4280
4 m 0.4540  0.4180
5 B 0.5060 . 0.4270
A  0.6800 . 0.4630
B B 0.6730 B 0.4610
C  0.6700 . 0.4560
D B 0.6690 B 0.4580
E  0.6700 . 0.4590
H m 0.5620 . 0.3630
I B 0.5620 . 0.3600
J s 0.5630 . 0.3630
K s 0.5630 . 0.3590
L  0.5690 . 0.3620
M . 0.0640 . 0.1960
N . 0.2290 . 0.1290
R B 0.5310 . 0.4190
T I 0.0880 . 0.2270
U . 0.4350 . 0.3950
a B 0.6580 . 0.4640
b B 0.6570 . 0.4620
¢  0.6470 . 0.4570
d  0.6510 . 0.4570
e  0.6640 s 0.4640

1.0

0.0
W <0.0
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