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PDB ID
EMDB ID
Title
Authors
Deposited on
Resolution

Oct 22, 2024 — 03:35 AM EDT

3GZT

EMD-1571

VPT recoated rotavirus DLP

Chen, J.Z.; Settembre, E.C.; Harrison, S.C.; Grigorieff, N.
2009-04-07

3.80 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.dev113

Mogul : 2022.3.0, CSD asb43be (2022)
MolProbity : 4.02b-467

Percentile statistics : 20231227.v01 (using entries in the PDB archive December 27th 2023)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.39


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 3.80 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 - 105
Ramachandran outliers I £ .4%
Sidechain outliers M 10.7%
Worse Better

I Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 210492 15764
Ramachandran outliers 207382 16835
Sidechain outliers 206894 16415

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

Mol | Chain | Length Quality of chain
1 B 255 i 35% 48% 14%
1 F 255 i 32% 50% V.
1 G 255 n 31% 50% 1%
1 H 255 n 32% 50% V7
1 I 255 - 33% 50% 7 a——
1 J 255 = 32% 51% 12% 5%
1 K 255 n 33% 51% 13%
1 L 255 n 32% 51% 12%

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

Mol | Chain | Length Quality of chain
=
1 M 255 32% 50% 14%
=
1 N 255 31% 52% 13%
n
1 @) 255 33% 49% 14%
=
1 P 255 32% 51% 13%
=
1 Q 255 33% 50% 14%
100%
2 A 2 50% 50%
50%
2 C 2 50% 50%
50%
2 D 2 50% 50%
50%
2 E 2 50% 50%
100%
2 R 2 50% 50%
T00%
2 S 2 50% 50%
100%
2 T 2 50% 50%
50%
2 U 2 50% 50%
50%
2 Vv 2 50% 50%
50%
2 W 2 50% 50%
700%
2 X 2 50% 50%
50%
2 Y 2 50% 50%
100%
2 Z 2 50% 50%
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 26537 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 Outer capsid glycoprotein VPT7.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 B 255 2011 1277 314 404 16 0 0

Total C N O S
1 F 255 2011 1277 314 404 16 0 0

Total C N O S
1 G 255 2011 1277 314 404 16 0 0

Total C N O S
1 H 255 2011 1277 314 404 16 0 0

Total C N O S
1 I 255 2011 1277 314 404 16 0 0

Total C N O S
1 J 255 2011 1277 314 404 16 0 0

Total C N O S
1 K 255 2011 1277 314 404 16 0 0

Total C N O S
1 L 255 2011 1277 314 404 16 0 0

Total C N O S
1 M 255 2011 1277 314 404 16 0 0

Total C N O S
1 N 255 2011 1277 314 404 16 0 0

Total C N O S
1 0 255 2011 1277 314 404 16 0 0

Total C N O S
1 P 255 2011 1277 314 404 16 0 0

Total C N O S
1 Q 255 2011 1277 314 404 16 0 0

There are 13 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
B 171 THR ALA variant UNP P12476
F 171 THR ALA variant UNP P12476
G 171 THR ALA variant UNP P12476
H 171 THR ALA variant UNP P12476

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

Chain | Residue | Modelled | Actual | Comment | Reference
I 171 THR ALA variant UNP P12476
J 171 THR ALA variant UNP P12476
K 171 THR ALA variant UNP P12476
L 171 THR ALA variant UNP P12476
M 171 THR ALA variant UNP P12476
N 171 THR ALA variant UNP P12476
O 171 THR ALA variant UNP P12476
P 171 THR ALA variant UNP P12476
Q 171 THR ALA variant UNP P12476

e Molecule 2 is an oligosaccharide called 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-a
cetamido-2-deoxy-beta-D-glucopyranose.

[
Mol | Chain | Residues Atoms AltConf | Trace
AN PR

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
2 Z 2 28 16 2 10 0 0

e Molecule 3 is CALCIUM ION (three-letter code: CA) (formula: Ca).

Mol | Chain | Residues Atoms AltConf
3 B 4 Toial C4a 0
3 P 5 T02tal Cza 0
3 a 5 T02ta1 CQa 0
3 I 5 T02tal CQa 0
3 I 5 T02tal Cza 0
3 ] 5 T02tal CQa 0
3 K 5 T02tal C2a 0
3 L 5 T02tal C2a 0
3 M 5 To2tal C2a 0
3 N 5 T02tal CQa 0
3 0 5 T02tal C2a 0
3 P 5 T02tal C;a 0
3 Q 3 Togtal C;)a 0
5 X 1 Toltal Cla 0
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14%

green = 0, yellow = 1, orange = 2

48%

wwPDB EM Validation Summary Report
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

35%

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:
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

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

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the

3 Residue-property plots (i)

e Molecule 1: Outer capsid glycoprotein VP7

and red = 3 or more.

Page 7
Chain B:

8218
I €611 5929 el | 1610 29z
821s T6TL 5929 o 06TS L4
| TeT0 [ eozn | 681S 0924
WMM 06TS [ dad 632V
{243
ot sors  [iseal i Cesn
$TTI 09CA . zZ1L LSCN
€21a 63CY I G8TI 9523
L Tenk 61T
ozTd ¥8IM 9528 1 z8IN £529

© =23
S m3
==
= »
- N M
0 © ©
o
< =X
o <
w0 0
NN
O A
14%
w0 ©
-
wn >
o
0
&
<t

Svel

Eigan

— N w
P
D5
=V

©

~

—

=
o O - N
O =
IR ]
X o=
0
~
-
b

[ 80TL
80TL
1011 4 6£2A
| gota THTl o 0LTT | seza
SOT1 ovelL ] | eota L£21
] 0471 6€CA SoH 89TH | ogey
g6l 6ot | seza < ) [ | 9ECH
[} 89TI 1821 411 S R $9TT pETN
s61 ] Ceenx | wes 3 et
z63 7911 agzH oTEN o i
] veen | g8d gzza
881 LOET - = 0911 122l
181 90£T 6311 92T
| 98d | 0911 8220 [ | g 4 8311 szzA
g8k 6GTI 1TTL €0EA Lw R [ | 9221
8k 8511 9zTI [ ) oo SST1 | ezen |
€81 | | SzTA 10€0 = o I zzed
280 8571 5221 00EA N o | Teey
181 I [ scex | ] S mEm zsTi ozzL
|08l ceed 162k > 6.5 [Tt |
6.S TSTH | Teev [ | &b = 0871 sTed
8Ll | o1s1@ ozel £62M Lot 6%Th | |
w1 0571 [ | [ | = T 8711 z1zL
9Ld [ evib gred 68zH R o 25 | 1rea
S 81T | | [ | o, e BTV otel
| owaE 2 z1zL 9824 ® 5 Erald 6021
€13 9Ty | 112 38z © 2 [ wvia | 8021
ap1a otz 5 § . £pT 1020
| whTA 6021 ZHTI | 90zn
0.8 T 8021 m EoN LT s0¢1 L oLueL
ZHTI 1020 o 07TA %029
s B s10y ¢ Ceema [eoz1
0% TA 5021 Ll .. 8EIN 20Tl
cmn, | eeTA %029 9221 — LETA T02h
SETN | g0T1 < . | ogra 002L TLeL
l LETA 20Tl = .. ¢ SE1D 66TN —
| eera 1020 O E3 | veTh 8611
298 3£TD 0021 2Ll <2 29S €811 161d 1920
el pmemm eom I S E mmsm sero [N
091 €€TT 8611 M o 091 [ | 5929
65T zeTh 161d 1920 = 65T €611 %929
| ssd L 1end | [e9zs | @ o | esd 26TL [ oz |

14%

RLDWIDE

50%

0O
PROTEIN DATA BANK

erpBe

W

31%

e Molecule 1: Outer capsid glycoprotein VP7

Chain G: =


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

EMD-1571, 3GZT

wwPDB EM Validation Summary Report

Page 8

0zTa
61T

L1TX
9TTA

984

280
181
08L

9.4
SLL

€29

69N

L9A

-

298

09L
6GI

IQQ

68T1S

ZA%S

0LTI

89T

Y911

09771
6STI
8STT

SSTT

CSTH

0STT
6710
8Y1T

ida
Sv1a

eV
CYIN

ovTA

8ETN
LETA

SETD
YETX
€ETT
ZETD

8C1s
1214

09zA
65TV

LSTN
952

¥52d
€529

AN

el
oveL
6ETA

LETT

SECH
veTN

(4548

0t1CL
60CL
8021
1020

S0TI
702D

zocL
T0Th
002L
66TN
867171
L67d

€6TI
T6TL

06TS

88CN

982Y
SG8TH

8.2V

9.2L

LTl

I

1920

e Molecule 1

S92H

z9zh

VP7

Outer capsid glycoprotein

14%

50%

32%

Chain H

9TTA
STTS

C11d
TITM
0TTd

80TL
LOTT

SOTT

061S
681S

i ZA2S

0LTI

89TH

7911

0971
6STI
8STT

SSTT

CSTH

0GT1

811

VTV
SY1a

4749')
(474318

0V TA

8ETN
LETA

SETD

€ETT
TETD

[414)]

09zZA
65TV

LSG2ZN
9624

¥sed
£G2D

SYCL

LETTT

SECH
veeN

8¢ca
Leel
9zeI
1\
j444¢

zeed

0zl

crexn

OTEN

LOE€I
90€T

€0EA
COoEX
T0€Q
00€A

LBTA

620
€62M

062y
68CM
88¢CN

982y
S8TN

8.LTY

Outer capsid glycoprote

9,21

(kAN

,92d

S92H
792D

VP7

111

e Molecule 1

13%

50%

33%

Chain I

8C1s
L2114
9218
1aa 4
verI
€210
(4928

0z1a
611X

ST1S
2¢11d

TTIN
0TTD

80TL
LOTT

SO0TT
701D

86M

€61
c6d

884
8L

S84
784
€81
[4:4)
181

6.8
8LL

9.4
SLL

€Ld

69N

L9K

o 2

-

29s

09L
651

L 2 4

Z6TL

0618

89TH

7911

09TT
6STI
8STT

SSTT

CSTH

0ST1
671D
811

VTV
SY1a

[A749')
{47458

oV TA

8ETN
LETA

SETO

€ETT
TETD

[414)]

65TV

LGN

962d

¥5ed

el
(AN
6ETA

LETT

SECH
veeN

8zea
Leel
92C1
1\
¥2T1

{444

0zl

S12d

(4549

0T12l
6021
8021
02D

S02I
%02H

20zl
102D
00zZL
66TN
8671
L61d

€671

(455}

R LDWIDE

OTEN

LOET
90€I

€0EA
C0oEX
Toea
00€A

L6TA

v62h
€6TM

0624
68CM

88TN

982H

VP7

Outer capsid glycoprotein

e Molecule 1

O

PROTEIN DATA BANK

W



EMD-1571, 3GZT

wwPDB EM Validation Summary Report

Page 9

5%

12%

51%

32%

Chain J

C1id

S84
784
€81
280
181

6.Ls
8LL

9.4
SLL

£L3

69N

ii|

L9&

298

09L

¢
0. 631

¢

06TS
681S

8LTL

YLIX
E€LTX
LTI

0LTI

89T
L91d

7911

0971
6GTI
8GT1

SGTT

ZSTH

0STT
6vT0
k!

VTV
Sv1d

57458
(47431

0%TA

8ETN
LETA

SETD

€eTT
[4:34:]

09zZA
65TV

LGN
9624

£G2D

SYTlL

el
0¥zl
6ETA

LETTT

SECH
veeN

21Tl

012l
6021
8021
02D

S0CI
702D

20Tl
T02h
002L
66TN
8671
L61d
9610

€671
2611

[45)

OTEW

LOET
90€T

€0EA
COogX
T0€ea
00€A

L6TA

620
€62M

06231
68CM
882N

982y
S8

8.2V

Outer capsid glycoprote

9,21

(kAN

.92a

S92H
792D

e Molecule 1

414}

VP7

111

13%

51%

33%

Chain K

-
0
-

[
~
0

J
2
Il-’

©
~
=9

w
L
I'-.

o
~
[

€eTT

298

09L
651

06TS
681S

¢

8LTL

9LTh

YLIX
ELTX
CTLTT

0LTI

89T

7911

0971
6GTI
8GT1

SGTT

ZSTH

0STT
6vT0
8v11

VTV
sv1a

57458
(47431

0%TA

8ETN
LETA

SETD

[414)]

09zZA
65TV

PASA}
9G24

¥sed
£G2D

SYCL

el
(AN
6ETA

LETT

SECH
veeN

8671
L61d

€671
2611

(45}

OTEN

LOET
90€I

€0EA

8.Ley

9.CL

LTl

I

L92a

S92H

VP7

Outer capsid glycoprotein

e Molecule 1

12%

51%

32%

Chain L

Le1d
9218
SeTY
14458
€21a
(4428

0zTa
61T

LITX

69N

LOA

IIIiilIIII

298

L 4

091
651

06TS
68T1S

¢

8LTL

9.LT0

YLIK
€LTX
CTLTT

0LTI

89T

7911

0971
6STI
8311

SSGT1

CSTH

0§71
6710
8¥%11

VIV
SY1a

EVIN
{47450

07 TA

8ETIN
LETA

SETO

€ETT
zETY

8¢1s

[414)]

09zA
65TV

LSTN
952

v52d
€529

Svel

LETT

SECH
e

82ca
praan
92eI
SeeA
4448

[4q4cs

(qA%

00ZL
66TN
867171
L67d

€6TI
T6TL

9824
SG8TH

8.Lev

9.2L

cLTL

I

1920

S92H
792D

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1571, 3GZT

wwPDB EM Validation Summary Report

Page 10

Outer capsid glycoprotein VP7

e Molecule 1

14%

50%

32%

Chain M

6G1

06TS
681S

0971
6STI
8STT

SST1T

CSTH

0STT
6710
8%11

i s
Sv1a

EVIA
CYIN

0%TA

8ETN

LETX

SETD

€ETT

z9Th

092A
652V

LSTN
9624

¥52d
€5CD

SvCl

LETT

SECH
veN

8zea
praan
92CI
geeA
YZT1

ceed

ozeL

(45’8

OTEW

LOEI
90€I

€0€A
20eX
ToEa
00€A

L6TK

v62h
€62M

06231
6821
882N

982y
G8TW

8.2V

Outer capsid glycoprotein VP7

9,21

cLTL

920

S92H
792D

e Molecule 1

13%

52%

31%

Chain N

0zTd
6TTY

LTTX
9TTA

69N

L9A

298

091
6G1

IIIiI

8LTL

YLIX
ELIA
CLTT

0LTI

89TH
L97d

7911

09TT
6STI
8STT

SGTT

TSTH

0STT
6710
8¥TT

iaa s
Sv1d

EVIA
CHIN

0%TA

8ETN
LETA

SETD

€ETT
zETD

8CTs
1214

65TV

LSTN
9524

¥5ed
€52

Svel

el
(AN
6ETA

LETT

(458

OTEN

L0€I
90€I

€0EA

8.2V

9,21

cLTL

1.92a

e Molecule 1

S92H

292h

092A

Outer capsid glycoprotein VP7

14%

49%

33%

Chain O

8¢TS
LeT4d
9218
1aa
14428
€e1a
(49"

0ztTd
6114

9TTA
ST1S

C11d
TTTM
011D

80TL
LOTT

SOTT
¥0T1d

86M

€61
c6d

884
8L

S84
w8k
€81
[4:1)
18T

6.8
8.1

9.4
SLL

€L3

69N

L9A

ii|

298

09L
6S1

06TS
68TS

7911

0971
6STI
8STT

SGTT

CSTH

0STT
6710
8%11

i s
Ssv1a

EVIA
(47431

0%TA

8ETN
LETA

SETD

€ETT
TETD

z9Th

092A
652V

LSTN
9624

€529

Svel

LETT

SECH
veN

8zea
Leel
9zeI
geeA
Y2T1

ceed

ozeL

00TL
66TN
86TT
L67d

€6TI
Z6TL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1571, 3GZT

wwPDB EM Validation Summary Report

Page 11

724 §

Outer capsid glycoprotein VP7

9.2L

cLTL

I

,9z2d

e Molecule 1

S92H

13%

51%

32%

Chain P

8¢1s
1214
9C1s
STV
{7498
€21a
(4928

oztd

181

ii|

651

067S
681S

S8TI
78TM
€8TY
2Z8IN
181V

8LTL

YLIA

0LTI

89TH
L97d

7911

0971
6STI
8ST1T

SST1

CSTH

0STT
6710
8%11

VIV
SY1a

EVIA
{44508

07 TA

8ETIN
LETA

SETO
198
€ETT
TETD

[414)]

09z
65TV

LSTN
952

¥5cd
€529

Shel

SECH
e

8¢ca
praan
92eI
SgeeA
448

{444y

ozeL

T6TL

8.2V

9.2L

cLTL

I

920

S92H
792D

Outer capsid glycoprotein VP7

e Molecule 1

14%

50%

33%

Chain Q

2¢11d

0TTH

80TL
L0TT

SOTT
Y010

86M

€61
(4

884
181

S84
78k
€81
[4:0)
181

618
8LL

9.4
SLL

€3

69N

L9A

< <

298

09L
6SI

II < <

06TS
6818

09771
6STI
8STT

SSTT

CSTH

0STT
6V
iade

ial
S¥1a

eV
CYIN

ovTA

8ETN
LETA

SETD

€eTT
ZETY

[414)]

09z
65TV

LSTN
952

€520

Shel

SECH
veTN

82ca
praan
92eI
SeeA
4448

[4q4cs

0ozeL

(45

OTEN

LOET

€0EA

8.LeY

2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc

9.CL

cLTL

1.92a

S92H
792D

e Molecule 2
opyranose

100%

50%

50%

Chain A

TOVN

2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc

e Molecule 2
opyranose

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W



Page 12 wwPDB EM Validation Summary Report EMD-1571, 3GZT

50%
Chain C: 50% 50%

Nac2 ¢

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

50%
Chain D: 50% 50%

Nac2 @

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

50%
Chain E: 50% 50%

nac2 @

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

100%
Chain R: 50% 50%

b & 4

NAG1
NAG2

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

100%
Chain S: 50% 50%

b & 4

NAG1
NAG2

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

100%
Chain T: 50% 50%

NAG1
NAG2
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e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

50%
Chain U: 50% 50%

nac2 ¢

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

50%
Chain V: 50% 50%

Nac2 @

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

50%

Chain W: 50% 50%

Nac2 ¢

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

100%
Chain X: 50% 50%

<

nac2 @

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

50%
Chain Y: 50% 50%

nac2 ¢

NAG1

e Molecule 2: 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluc
opyranose

100%
Chain Z: 50% 50%
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4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, I Depositor
Number of particles used 3780 Depositor
Resolution determination method | Not provided

CTF correction method individual particle Depositor
Microscope FEI TECNAI F30 Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 25 Depositor
Minimum defocus (nm) 1200 Depositor
Maximum defocus (nm) 3500 Depositor
Magnification 58168 Depositor
Image detector GENERIC FILM Depositor
Maximum map value 7.179 Depositor
Minimum map value -3.263 Depositor
Average map value 0.000 Depositor
Map value standard deviation 1.000 Depositor
Recommended contour level 2 Depositor
Map size (A) 986.4, 986.4, 986.4 wwPDB
Map dimensions 800, 800, 800 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.233, 1.233, 1.233 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: CA,
NAG

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 #|Z| >5 RMSZ #4|Z| >5
1 B 0.81 | 10/2053 (0.5%) | 1.32 | 32/2806 (1.1%)
1 F 0.82 10/2053 (0.5%) 1.41 39/2806 (1.4%)
1 G 0.95 13/2053 (0.6%) 1.46 38/2806 (1.4%)
1 H 087 | 12/2053 (0.6%) | 1.46 | 39/2806 (1.4%)
1 I 0.88 | 12/2053 (0.6%) | 1.46 | 37/2806 (1.3%)
1 ] 0.87 | 11/2053 (0.5%) | 1.46 | 41/2806 (1.5%)
1 K 0.87 11,/2053 (0.5%) 1.45 37/2806 (1.3%)
1 L 0.87 12/2053 (0.6%) 1.45 39/2806 (1.4%)
1 M 0.87 11,/2053 (0.5%) 1.45 38/2806 (1.4%)
1 N 0.87 11/2053 (0.5%) 1.46 38/2806 (1.4%)
1 @) 0.87 11,/2053 (0.5%) 1.46 37/2806 (1.3%)
1 P 0.87 11,/2053 (0.5%) 1.45 38/2806 (1.4%)
1 Q 0.87 11/2053 (0.5%) 1.45 38/2806 (1.4%)
All All 0.87 | 146/26689 (0.5%) | 1.44 | 491/36478 (1.3%)

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 B 0 3
1 F 0 3
1 G 0 5
1 H 0 4
1 I 0 4
1 J 0 4
1 K 0 4
1 L 0 4
1 M 0 4
1 N 0 4

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

Mol | Chain | #Chirality outliers | #Planarity outliers
1 O 0 4
1 P 0 4
1 Q 0 4
All All 0 o1

The worst 5 of 146 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
1 G 79 | SER C-N | 15.53 1.69 1.34
1 L 66 | ALA C-N -14.04 1.01 1.34
1 Q 66 | ALA C-N -14.03 1.01 1.34
1 I 66 | ALA C-N -14.01 1.01 1.34
1 N 66 | ALA C-N -14.01 1.01 1.34

The worst 5 of 491 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 M 66 | ALA | O-C-N | -20.72 89.55 122.70
1 N 66 | ALA | O-C-N | -20.71 89.57 122.70
1 G 66 | ALA | O-C-N | -20.70 89.57 122.70
1 H 66 | ALA | O-C-N | -20.70 89.57 122.70
1 P 66 | ALA | O-C-N | -20.70 89.57 122.70

There are no chirality outliers.

5 of 51 planarity outliers are listed below:

Mol | Chain | Res | Type | Group

130 | ASP | Mainchain
162 | GLU | Mainchain
58 | PRO | Mainchain
130 | ASP | Mainchain
58 | PRO | Mainchain

—| = =] = -
| | OJ| 0| ™

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.
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 B 2011 0 1955 359 0
1 F 2011 0 1952 486 0
1 G 2011 0 1949 494 0
1 H 2011 0 1951 489 0
1 I 2011 0 1951 484 0
1 J 2011 0 1950 487 0
1 K 2011 0 1951 487 0
1 L 2011 0 1950 496 0
1 M 2011 0 1951 488 0
1 N 2011 0 1951 495 0
1 O 2011 0 1951 495 0
1 P 2011 0 1951 498 0
1 Q 2011 0 1951 483 0
2 A 28 0 25 2 0
2 C 28 0 25 2 0
2 D 28 0 25 2 0
2 E 28 0 25 2 0
2 R 28 0 25 2 0
2 S 28 0 25 2 0
2 T 28 0 25 2 0
2 U 28 0 25 2 0
2 \% 28 0 25 2 0
2 W 28 0 25 2 0
2 X 28 0 25 2 0
2 Y 28 0 25 2 0
2 7 28 0 25 2 0
3 B 4 0 0 0 0
3 F 2 0 0 0 0
3 G 2 0 0 0 0
3 H 2 0 0 0 0
3 I 2 0 0 0 0
3 J 2 0 0 0 0
3 K 2 0 0 0 0
3 L 2 0 0 0 0
3 M 2 0 0 0 0
3 N 2 0 0 0 0
3 0) 2 0 0 0 0
3 P 2 0 0 0 0
3 Q 3 0 0 0 0
3 X 1 0 0 0 0
All All 26537 0 25689 2475 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 105.

WO RLDWIDE

PROTEIN DATA BANK



Page 19

wwPDB EM Validation Summary Report

EMD-1571, 3GZT

The worst 5 of 5475 close contacts within the same asymmetric unit are listed below, sorted by

their clash magnitude.

Atom-1

Atom-2

Interatomic
distance (A)

Clash

overlap (A)

1:H:142:MET:HE3 | 1:H:152:MET:CE 1.33 1.59
1:L:142:MET:CE 1:L:152:MET:HE2 1.31 1.59
1:B:159:ILE:CG2 | 1:B:258:VAL:HG21 1.14 1.58
1:G:142:MET:CE | 1:G:152:MET:HE?2 1.31 1.58
1:H:159:ILE:CG2 | 1:H:258:VAL:HG21 1.14 1.58

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 B 253/255 (99%) | 216 (85%)
1 F 253/255 (99%) | 215 (85%)
1 G 253/255 (99%) | 215 (85%)
1 H 253/255 (99%) | 215 (85%)
1 I 253/255 (99%) | 214 (85%)
1 J 253/255 (99%) | 216 (85%)
1 K 253/255 (99%) | 215 (85%)
1 L 253/255 (99%) | 214 (85%)
1 M 253/255 (99%) | 215 (85%)
1 N 253/255 (99%) | 216 (85%)
1 0 253/255 (99%) | 217 (86%)
1 P 253/255 (99%) | 216 (85%)
1 Q 253/255 (99%) | 215 (85%)
All | ALl | 3289/3315 (99%) | 2799 (85%)
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5 of 145 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 B 69 ASN
1 B 71 THR
1 B 252 LEU
1 B 258 VAL
1 F 252 LEU

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 B 229/229 (100%) | 205 (90%) | 24 (10%) 23
1 F 229/229 (100%) | 205 (90%) | 24 (10%) 23
1 G 229/229 (100%) | 204 (89%) | 25 (11%) 22
1 H 229/229 (100%) | 204 (89%) | 25 (11%) 22
1 I 229/229 (100%) | 204 (89%) | 25 (11%) 22
1 J 229/229 (100%) | 204 (89%) | 25 (11%) 22
1 K 229/229 (100%) | 205 (90%) | 24 (10%) 23
1 L 229/229 (100%) | 204 (89%) | 25 (11%) 22
1 M 229/229 (100%) | 204 (89%) | 25 (11%) 22
1 N 229/229 (100%) | 204 (89%) | 25 (11%) 22
1 0 229/229 (100%) | 205 (90%) | 24 (10%) 23
1 P 229/229 (100%) | 205 (90%) | 24 (10%) 23
1 Q 229/229 (100%) | 204 (89%) | 25 (11%) 22
All | ALl | 2977/2977 (100%) | 2657 (89%) | 320 (11%) | |8 23

5 of 320 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 N 180 GLU
1 P 243 THR
1 N 243 THR

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

Mol | Chain | Res | Type
1 O 227 THR
1 Q 144 TYR

5 of 83

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

Mol | Chain | Res | Type
1 N 69 ASN
1 P 176 GLN
1 N 182 ASN
1 O 182 ASN
1 P 257 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)

26 monosaccharides are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. 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] > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

Mol | Type | Chain | Res | Link Count?onfgl\/llgggt::Z | > 2 CountsBorfl{(;/[nglgljilZ | > 2
2 NAG A 1 2 14,14,15 | 0.61 0 17,19,21 | 1.44 2 (11%)
2 | NAG | A o | 2 [141415| 1.08 | 1(7%) | 17,1921 | 1.74 | 5 (29%)
2 NAG C 1 2 14,1415 | 0.63 0 17,19,21 | 1.45 2 (11%)
2 | NAG | C o | 2 [141415| 108 | 1(7%) | 17,1921 | 1.73 | 5 (29%)
2 | NAG | D 1 9 14,1415 | 0.62 0 17,1921 | 144 | 2 (11%)

grDRe
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Mol | Type | Chain | Res | Link | oo | RS | £12]5 2 | Counts | RMSE | £12]5 2
2 NAG D 2 2 14,14,15 | 1.08 1 (7%) | 17,1921 | 1.73 5 (29%)
2 NAG E 1 2 14,14,15 | 0.60 0 17,1921 | 1.44 2 (11%)
2 NAG E 2 2 14,14,15 | 1.08 1 (7%) | 17,1921 | 1.73 5 (29%)
2 NAG R 1 2 14,14,15 | 0.60 0 17,1921 | 1.44 2 (11%)
2 NAG R 2 2 14,14,15 | 1.08 1 (7%) | 17,1921 | 1.74 5 (29%)
2 NAG S 1 2 14,14,15 | 0.60 0 17,19,21 | 1.43 2 (11%)
2 NAG S 2 2 14,14,15 | 1.08 1 (7%) | 17,1921 | 1.74 5 (29%)
2 NAG T 1 2 14,14,15 | 0.64 0 17,1921 | 1.43 2 (11%)
2 NAG T 2 2 14,14,15 | 1.06 1 (7%) | 17,1921 | 1.74 5 (29%)
2 NAG U 1 2 14,14,15 | 0.61 0 17,1921 | 1.44 2 (11%)
2 NAG U 2 2 14,14,15 | 1.07 1 (7%) |17,19,21 | 1.74 5 (29%)
2 NAG \Y 1 2 14,14,15 | 0.62 0 17,19,21 | 1.43 2 (11%)
2 NAG \Y 2 2 14,14,15 | 1.08 1 (7%) | 17,1921 | 1.74 5 (29%)
2 NAG W 1 2 14,14,15 | 0.62 0 17,19,21 | 1.44 2 (11%)
2 NAG W 2 2 14,14,15 | 1.07 1 (7%) | 17,1921 | 1.74 5 (29%)
2 NAG X 1 2 14,14,15 | 0.62 0 17,1921 | 1.44 2 (11%)
2 NAG X 2 2 14,14,15 | 1.08 1 (7%) | 17,1921 | 1.74 5 (29%)
2 NAG Y 1 2 14,14,15 | 0.61 0 17,1921 | 1.44 2 (11%)
2 NAG Y 2 2 14,14,15 | 1.09 1 (7%) | 17,1921 | 1.74 5 (29%)
2 NAG Z 1 2 14,14,15 | 0.60 0 17,19,21 | 1.43 2 (11%)
2 NAG 7 2 2 14,14,15 | 1.08 1 (7%) | 17,1921 | 1.74 5 (29%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.

-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
2 NAG A 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG A 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG C 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG C 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG D 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG D 2 2 - 2/6/23/26 | 0/1/1/1
2 NAG E 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG E 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG R 1 2 - 0/6/23/26 | 0/1/1/1

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

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
2 NAG R 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG S 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG S 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG T 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG T 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG U 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG U 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG \Y 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG \Y 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG W 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG W 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG X 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG X 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG Y 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG Y 2 2 - 1/6/23/26 | 0/1/1/1
2 NAG Z 1 2 - 0/6/23/26 | 0/1/1/1
2 NAG Z 2 2 - 1/6/23/26 | 0/1/1/1
The worst 5 of 13 bond length outliers are listed below:
Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 X 2 NAG | C1-C2 | 3.05 1.56 1.52
2 C 2 NAG | C1-C2 | 3.04 1.56 1.52
2 R 2 NAG | C1-C2 | 3.02 1.56 1.52
2 \Y 2 NAG | C1-C2 | 3.00 1.56 1.52
2 Y 2 NAG | C1-C2 | 3.00 1.56 1.52
The worst 5 of 91 bond angle outliers are listed below:
Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(°)
2 U 2 NAG | C2-N2-C7 | 3.88 128.10 122.90
2 \Y 2 NAG | C2-N2-C7 | 3.87 128.09 122.90
2 T 2 NAG | C2-N2-C7 | 3.87 128.09 122.90
2 V/ 2 NAG | C2-N2-C7 | 3.87 128.09 122.90
2 C 2 NAG | C2-N2-C7 | 3.87 128.09 122.90
There are no chirality outliers.
5 of 14 torsion outliers are listed below:
Mol | Chain | Res | Type Atoms
2 A 2 NAG | 05-C5-C6-06

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

Mol | Chain | Res | Type Atoms
2 C 2 NAG | O5-C5-C6-06
2 D 2 NAG | O5-C5-C6-06
2 R 2 NAG | O5-C5-C6-06
2 S 2 NAG | O5-C5-C6-06

There are no ring outliers.

13 monomers are involved in 26 short contacts:

Mol

Chain

Res

Type

Clashes | Symm-Clashes

NAG

[\]

NAG

NAG

NAG

NAG

NAG

NAG

NAG

NAG

NAG

NAG

NAG

NN NN NN NN DN DN DN

N| <= D Z| a| Q| w| | = <| ==

= = = =] =] =] =] =] =] = = =] =

NAG

\CIR IR IR IR GIR IR IR IR IR IR I R N
[en)] Benl Hen) Hen) Hev) Fev) Heo) Heo] Hev] Hev] Hev) Nev) Hen)

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,

bond angles, torsion angles, and ring geometry for oligosaccharide.
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Oligosaccharide Chain A

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain C

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain D

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain E

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain R

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain S

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain T

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain U

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain V

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain W

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain X

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain Y

Bond lengths Bond angles

Torsions Rings
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Oligosaccharide Chain Z

Bond lengths

Bond angles

Torsions

5.6 Ligand geometry (i)

Of 30 ligands modelled in this entry, 30 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.
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5.8 Polymer linkage issues (i)

The following chains have linkage breaks:

Mol | Chain | Number of breaks
1 G 3
1 H 1
1 I 1
1 J 1
1 K 1
1 L 1
1 M 1
1 N 1
1 O 1
1 P 1
1 Q 1

The worst 5 of 13 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 G 79:SER C 80:THR N 1.69
1 G 78:THR C 79:SER N 1.14
1 G 66:ALA C 67:TYR N 1.01
1 H 66:ALA C 67:TYR N 1.01
1 I 66:ALA C 67:TYR N 1.01
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-1571. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

6.1 Orthogonal projections (i)

6.1.1 Primary map

The images above show the map projected in three orthogonal directions.

6.2 Central slices (i)

6.2.1 Primary map

X Index: 400 Y Index: 400 7 Index: 400
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 383 Y Index: 383 7 Index: 383

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

6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std

Page 41 wwPDB EM Validation Summary Report EMD-1571, 3GZT

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 2.0.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.
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7 Map analysis (i)

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

7.1 Map-value distribution (i)

Map-value distribution

57 —— Voxel count

Recommended contour
4 level 2

Voxel count (logl0)

=2 0 2 4 V]
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)

166 Volume estimate
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The volume at the recommended contour level is 55668 nm?; this corresponds to an approximate
mass of 50287 kDa.

The volume estimate graph shows how the enclosed volume varies with the contour level. The
recommended contour level is shown as a vertical line and the intersection between the line and
the curve gives the volume of the enclosed surface at the given level.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum
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*Reported resolution corresponds to spatial frequency of 0.263 A1
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-1571 and PDB
model 3GZT. Per-residue inclusion information can be found in section 3 on page 7.

9.1 Map-model overlays

9.1.1 Map-model overlay (1)

9.1.2 Map-model assembly overlay (1)

The images above show the 3D surface view of the map at the recommended contour level 2.0 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 (2).


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

Atom inclusion
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At the recommended contour level, 98% of all backbone atoms, 82% 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 (2) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8230 . (0.2300
A . 0.1070 . 0.3140
B 0.8260 . 0.2120
C . 0.2140 . 0.2390
D . 0.2500 . 0.2620
E . 0.2500 . 0.2520
F 0.8550 . (0.2290
G 0.8420 . 0.2360
H 0.8440 . 0.2320

I 0.7980 . (0.2260
J 0.8040 . 0.2280
K 0.8050 . (0.2340
L 0.8340 . 0.2220
M 0.8560 . 0.2280
N 0.8390 . 0.2350
@) 0.8420 . 0.2330
P 0.8390 . (0.2340
Q 0.8340 . 0.2340
R I (0.0360 I 0.1640
S . (0.1430 . 0.2570
T . 0.1790 . 0.1960
U . 0.2140 . 0.2180
\Y . 0.2860 . 0.2410
W . 0.2500 . 0.3320
X . 0.1720 . (0.1760
Y . 0.2500 . (0.2380
Z . 0.1790 I (0.3550

1.0

0.0
W <0.0
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