WDRLDWI

2PDB

PRDTEIN DATA BANK

wwPDB EM Validation Summary Report (i)

Mar 6, 2026 — 12:56 PM UTC

PDB ID : 70O7L / pdb_ 00007071
EMDB ID : EMD-12747
Title : (h-alpha2M)4 native I
Authors : Luque, D.; Goulas, T.; Mata, C.P.; Mendes, S.R.; Gomis-Ruth, F.X.; Caston,
J.R.
Deposited on : 2021-04-13
Resolution : 4.50 A(reported)

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

We welcome your comments at validation@mail. wwpdb.org
A user guide is available at
https:/ /www.wwpdb.org/validation/2017/EM ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

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

EMDB validation analysis : 0.0.1.dev132
Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0

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

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

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

The reported resolution of this entry is 4.50 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
Clashscore I

Ramachandran outliers INE[J»

Sidechain outliers NN

Worse

Percentile Ranks

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric

Q-score *

Worse

Better

Model-Map Fit Percentile Ranks

I Percentile relative to all EM structures

Better

I Percentile relative to EM structures of similar resolution

Value
13
0.7%

0.5%

Value

0.142

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 -
Q-score - 25397 2937 ( 4.00 - 5.00 )

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
50%
1 A 1474 74% 21% -
15%
1 B 1474 | o 36% -
50%
1 C 1474 75% 20% =
5%
1 D 1474 — 59% 36% =
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Continued from previous page...

Mol | Chain | Length Quality of chain
75%
I
2 E 4 25% 50% 25%
75%
I
2 H 4 25% 50% 25%
67%
I
3 F 3 33% 67%
67%
I
3 I 3 33% 67%
100%
4 G 2 100%
100%
4 J 2 100%
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2 Entry composition (i)

There are 5 unique types of molecules in this entry. The entry contains 44614 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 Alpha-2-macroglobulin.

Mol | Chain | Residues Atoms AltConf | Trace
1 A 1410 ;Flo()t(?éll 62%9 1%510 21017 488 0 0
1 B 1410 ;Flootgéll 69099 1%13\1110 21017 488 0 0
1 ¢ 1410 ;Flo(;c(?éll 69099 1%13\1110 21017 488 0 0
1 b 1410 ;Flo(;cgéll 69099 1513\le 21017 488 0 0

e Molecule 2 is an oligosaccharide called alpha-D-mannopyranose-(1-6)-beta-D-mannopyranos
e-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluco
pyranose.

(

o0, N N

)

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
2 2 4 50 28 2 20 0 0
Total C N O
2 H 4 50 28 2 20 0 0

e Molecule 3 is an oligosaccharide called beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-b
eta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose.

‘5 4.5 4.5 ()

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
3 K 3 39 22 2 15 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
3 I 3 39 22 2 15 0 0

EMD-12747, 70O7L

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

cetamido-2-deoxy-beta-D-glucopyranose.

.ﬁ 4.[5 )

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

e Molecule 5 is 2-acetamido-2-deoxy-beta-D-glucopyranose (CCD ID: NAG) (formula:

C8H15N06).
NAG
06
OH
o1 05 J
HO » P O . . ‘..\\_:\__\ 06
.C1(R) 05(35'
C2(R)  C4(8)
N2 ~._C3(R)_~
H O
= 04
C?.z._"\.\_ OH
cs ' 007 03
Mol | Chain | Residues Atoms AltConf
Total C N O
5 A 1 o C N < 0
Total C N O
5 A 1 o C N < 0
Total C N O
5 A 1 o C N < 0

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

Mol | Chain | Residues Atoms AltConf
NN
IR I
IR S I
IR I
a1 [y ol
IR S
IR SR I
IR SR I
IR SR
IR SR I
K SR
K S I
K S
e | o ool
KRN I
IR I
IR S
IR I
IERE S
IERNE I
IEREE

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

Mol | Chain | Residues Atoms AltConf
Total C N O
5 D 1 14 8 1 5 0
Total C N O
g D 1 14 8 1 5 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: Alpha-2-macroglobulin
60%
Chain A: 74% 21% A

o S0 OO

o
o =4 I
a2 2 4 Lo R S 2 o . e @ S0 o

< ~ © [ =]

i~ o 0 © I~ [} ama oo <
N~ «Q [ ) [} — Rl -~ o
= 2] n n = =] = n wn oA

@ COPPPPOPO O oo o < & oo

S$195
Y203
K209
T215
F219
T220
T234
1241

1268
€269
R270
Y272
A275

G337
E342
T348
$351
V353
R360
Q361
V369
R370
L371
V372
G376
1386

i I

©® 0O 00O 0O S0

PO & 00O 0O oo

< & <
o]
2%

PO 6 O 00000 90 00 V00 S00000000
g 28 g
0000000000 & 00000000

3
A

OO V0O 0O o0 h <
5
2

V437
V459

@ 90O L 2
3
2

@ SO0 P0PO 0000000

o o & 4 OO0 O0O0OOOOS
g
2

H584
A599
Q602

OO0 OOOO

679 @

| Neso
S681

Ress @

o
D
©
s

O N~
N o
© ©
[=Iar=}

H646

<
©
=

oo}
N
©
=

K625



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

Page 9 wwPDB EM Validation Summary Report EMD-12747, 70O7L

A e o o o o o d @ SO0 SO0

o
3 3 < .
~ ~ ~
= > =

E729
V744
V746
N747
V751

OO & 00 & 00 G990 G0 9000 oo SOO> & 0O oo OO 0000 o
5 q K 3 8 z82288 s
E ERES 5 5 R E
COOPPP & 900000009000 o0 S0 oo COOPOPOO & G000 OO
2% 88 2383 3 -3 2
LERE: BEE2 g E 8

COPPPPPPPPPPPPOPG O POV PG V90 9909999999999 99999999990 299990

K896
D897
E906
L1910

o )
— Il X

) @ 3
x 0w ~

OO PP PPPPPPPPPPPPPPPO VP99 00 990909000090

COPPPPPPPPPPPPPPPP0 9909090909090 90000009090 290

COOPPPP0PO0O0OOOOOS

COPPPPOPO0O0OO SO0

H1020
V1045

OO PPPPPP0P0P0 9000000000900 9090909090909090909090990990999999999959999%999%99%99%9%9990

S
OO
a o=
N |

COPO © GO0 VPP P PPPPPPPPPPPPG 90 990 9990999909999 99299999%99%9%9%9%990 90

COOPPPPPPPPPO 900 9900909900909 9090990990990990999999999959999%9%999090 2999

Q@ 9O CPOPPPPPPPPP0 9909090090999 999099909909909999999599990990 2990

COOPPPPPPPPOPO G000 C O G000 o COPPPP0PPPPPPPPPPPPPPOOO & S0

S1130
V1166

qi2s2 @
vizss @
E1311
M1314

T1326
51327

¢

COOPPPPP & 90 & VPPV PPPPPG 90 V9909990 990999999990 o o <&

V1422
S1423
N1424
F1431
P1438
R1440
K1443

e}
<
=
=

i

e e e e A A

e Molecule 1: Alpha-2-macroglobulin

Y1463



EMD-12747, 7TO7L

wwPDB EM Validation Summary Report

Page 10

36%

59%

15%

Chain B

<>

€L1

€94
{4

09T
(47
O%H
6€1
8€1
LES

CEW

P14

[431)
TITL

R s .

LOTA
90Th

3

TOTH

1

968

¥6s

T6A

¢
¢
¢
¢
¢
¢
¢

S8V

€82S

6.LCH

TLTH
0.L24

1928

igals

vvea

eI
0¥eL
6€CI
9€ed

EETA

TECA
(oract
6224

1

TeeA
ozeL

STl

602x

S0TA

7611
€61d

88TY
L8171
981D

€8TT
z8Td

9.LTV

¢

L

TS€ES
0S€T

@ & oo

8veL
LYEI

vveL
ever
oved
1572

8€€Y

9€eel

8TEW

€T€Y
ciex
T1€1
01€d

70eN

i

Z0Ed

TLEN
TLET
0Led

69€EN

¢
¢
¢
¢
¢
¢

€9€1

T9¢ed

o

LTSS

1150

STSA

0 €191

S0SI
703D

M W O I~ [
o o o oo o
0 0 1) O 0 )
n >0 <3 <

208y
T0SV
008K

86%1
LBVA

€671
(43208
1674

88%1

0874

8LYV

€LVL

89%1

1971

L

OO O o

¥Svd

0G¥%T

44l

9YvH
SYvH
b4l

1574%:¢

8EVS
LEVA
9EVM

¢

TI9Y

809%
LOON

€098

683V

9894
S89T

18SS
08sY
6.9d
81971

§.98
CLSd

TLSS
04871

89SA

7991
€990

1959
09S8A

998y

CSSI

L%Sd

¥hav
€VSA

0%ST

SESV
YEST

CESS

7690

2691

PO & 00090000

2,90

0491

8998

999N

€91

1291
9290

@ © 0O oo

02N
619X

L1798
9798

198

>

0LLd

S9.LM
v9.3
€9.1
T9LI

8SG.LA
LSLL

€9.4

& 4

TSLA

LYLN
VLA

vvLin
0%LI
YELK

€ELN
2eLY

658Y

%380

6%80

L%8D

i

wv8y
£780

LEBA
9€8Y

0 928S

wzsn
€284

0 1280

0z8y

918N

vi8A
€18L

0181
608L
8084

o8y
€081
208A
1088
008X

1

¥6.LA
06.0

8.4
98.L1

¥8LY

8L.L7T

SL.Q

€LLS

TLLD

Sv6d

9€6d

veex
€€61
CE6S
T€6T

62631
8C6S

9263

726D

< <

9164
ST61
Y161

c16)

i

0161

9063

206d

0061

1181

S84
L8V

T.8L

S9871
7988

298d

098A

0 820Td
1ZOTL
9Z0TS
STOTA
$ZOTS

0COTH

8T0TA

80071

90079

ST

0 $00TY
€007

200TS

SOTTI

€0TTV
COTTS

86074

¥601D

260TH
T60TI

880TN
180TT

@ 00O oo

790T.L

C90TH
T90TV
09074
650Ta
89071

€50TY4
2301V

TS0TD
0S0TV
67074

8%0TL
LY0TH
9%0TT
SYOTA

@ & oo

i

Zv0TL
17071

6E0TL

TEOTH

OO0

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-12747, 7TO7L

=
5
2,
Q
~
>
3
g
=
=
)
o
=
=
>
=
=
£
m
A
ol
B
=

Page 11

>

cLTa
TLTIN

69TTS
89TTH
L9TTT
99TTA

(451998
1971
09TTh
6STIN

9GT11

¥s114
€STTV
CSTTA
TSTIV
0STTT
6v1TT
8YITV

9YTTL

TETTV

62T1d
82111

SCITT
4311

[449%
TCTTA

8TTTH

LTTTL
9TTTA

11114

60TTT
80TTV
LOTTI
90TTL

| ovemi
6€2TL
eezir oi
LETTH
9821 zeet1
|
0 62Ty
8zeT1
TeTTV 1ZETS
Cosars ocer
62211 | seetd
27211 7211
¢ e £2ETA
ZzETA
¢ |
¢ 8TETH
|
¢ qTET
|
ZIETA
|
8011

08CTI

00ZTh

1921V

79CTA

19211

T6TTV

0}
S8TTYH
SE e mm

C8TTH 082TS
T8TTA
08TTS

L2 2 2 4
58
a N
£a

Lo o .

8L11d
0 LLTTY
9LTTH

VLTIV [4741i]
€LT14d 1374 1]

STPTA
PIvIH

L0771
90718

>

TovTd

LBETA
96ETA
S6ETL

€6ETA
C6ETT

68€Td
88ETH

S8ET
78eTH
€8ETA

6LETV

LOETA
99€TS
S9€TT
voers
€9€TI

T9€Td

8GETH

CSETD

0SETH

8vET1
0 LYETL

9%ETh

¥verd
E€VETT

0%€Td
6EETA
8EETH

LEVTA

9€VTA
SEVTY

EEVTA
CEVTL
TEVTA
0EYTA

8C¥1S

9CHIL

€CVIs
TTYTA
1147251
ozv1a
6TVTT

e Molecule 1

LIPTI
9TPT1

m

Alpha-2-macroglobul

20%

75%

60%

Chain C

<>

6CTA

09A

PO OSSO & G000

[
<)
2]

0 © I~
D O O
n n =

<
Lo
w0

@ 0O V00000

L8A

L

a2 & 4

o]

T%CI

0 00%a

L6EY

06€d

0 18€4

98€1

6124

€0TK

G6TS

S.Lev

CTLTA

0.L24

0 6920

8LTM

‘I

veev
€ced
TTEL

60€4

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

0 20€)

6S¥A
8G¥%d

Q@S © & O 0O 90O OO %00

i

SHYH

LETA

PO @ 0O O & V9000 O SO oo

L]

YEVA

PO & 00O 0O o0

E€CYA

61¥%1
81¥S

ETPN
Iyl
TIvl

OT¥N

A2 2 2

907D

oo

70%1

To%d

09SA

L

0 938V
0 §9SS

CSSI

0 1%5d

vy

0%ST
6€9Y4

o o BB 4 4 4 o o & <

PesI

1180

8671
L6V

88YT

O

R LDWIDE
PROTEIN DATA BANK

W



Page 12 wwPDB EM Validation Summary Report EMD-12747, 707L

COOPPO G000 PO0OO SO0 COOPPOPOOOOOSO o e o o & & 2 2 4 A 4
£ 3 hIRasR 2

L 2 4 COPPPPPPO0POO0OO OO O 0O o0 @ @& & O 0090000000
395
2822

©
<
©
==

OO OSSO o o @ 00O SO0

L578
A580
H584
R586
L597
A599
Q602
K608
P609
K625

D626
L627
T628
P631
L634
D665

Y667
S668
L670
D672
K676
T679
S681
1683
R684
L692

V744
V746

<
I
~
>

@ © OO O VO VP90 90 900 oo COO © 0O GO GO 990900000
3
p

© el

o
© — =
N~ 0 oo
=] = —

1803

£

- g
2

@ P00 P0P0O0OOO o0 S 0 o OO PPOPPO & 0090000000

& 2 2 &S &

COOPPPPPPPPPP & PP P0 G900 V9999999999999 99999990990 2999999099090

[T}
[ b=
o
=

OO0 OOOO OO VPP PPPPPPPPPPPPPPP V99090 9990990999999 990

A844
H846

ey
o
[}
)

L910

OO PPPPPPPPPPPPPPP0 9090090909090 900%00%0

COOPOOOO SO0 SO oo

~ i
© ©
=3 o
- -
< 2]

OOV PPP090 9000090900009 090909090909090 9909090990909 9090909099909090990909992999%99%99%29%99%9 90

Hi062 @

H1020
V1045

Q@ GO VPP PPPPPPPPPPPPP V0 V0 9999999999999 9999599%99%99%9%99%99%9%99

COOPPPPO 900 9900900909909 9099990999999909909909999999999999% 29990

¢
vizss @

Q1252
V1256

[=3
o
N
—
=/

D PO CPOPPPPPPPPP0 9909990999099 9909909909999999995959959999 2999999

o
®
-
=

A1260

S
—
=

COPPPPPPPO G000 G & G000 o COPPPPPPPPPPPPPPPPPPOOO & 000 0

T1326
S1327

o
<
™
-
=

G1344




EMD-12747, 7TO7L

wwPDB EM Validation Summary Report

Page 13

¢

0 LYHTA

¢

0 5445

*

(047458

8e¥1d

+

TeY1d

jz4741\
47485

(4449

COOPP & 00 & GPPPPPPPPO 990 V9090900 9990990990999 > oo

A e e L R

1m

.w‘
Q
2
Y0}
o
o
Q
<
&
01
<
<
o
—
<

e Molecule 1

36%

59%

15%

Chain D

9.a
ELT

OLN

0. 894
o. L9A

998

o=

791

09A

€94
Tss
191
081

O%H
6€T
8€1
LES

CTEW

L 4

€LIN

L1971

6GTN

HSTIN

zst1a
TSTW
0STS
67TA

1447
€vIL
[441]

LETI
9€TS

0€Td
6CTA

1218

YTIN

TTIA
TCIH
0ZTA

vi1d

[431]
TT1L

Lo 2 4

601D

LOTA
90Th

TOTH

<&

I‘Dbi
D O
n =

LL1

€8CS

6.LCH

TLTH
0.24

9LTV

TS€S
0S€T

< & 0O

8vel

vveL

Y0EA

ZOED

® S0 o o

00ed

Teey
oeed

18¢€Y
98€I
98€d
asions
€8EN

9.€D

€Leq

TLEN
TLET
0Led

69€N

E€9ET

T9€d

o

2150

STSA
0 €191
|

S0SI
709D

M WO~
o oo oo
0w Wwwwn
n >0 <A

20SY
TOSY

0 00SH
6671
8671
PL:i28

€671
[43i2:8
16734

8871

¢

08%A

8LYY

i254]
€LYL

89%1

1971

¢

1

¥S¥d

0S¥

OO O o

LAl

9YVH
SYYH
V444

TY7H

8E¥S
LETA
9ETM

o

¢

709A
€098
2090

665V

685V

9894
S891

18SS
085V
6.5d
851

S.SS

CLSd
TLSS
09T
6950
89GA

%991
€950

1984
09SA

998y

2GSI

LySd

vV
5374598

09T

SESY
YeST

CESS

Less

S e & oo

929a

0zoN
6194

L1198
9198

198
TT9V
809%

LOON
90971

ey
€780

L2 4

LEBA
9€8Y

0 528S
vT8A
€284

0 128D

0z8x

918N

vi8A
€181

0181
6081
8084

7084
€081
208A
1088
0084

L

V6LA
06.0

18,4
98.L71

78LY

8LLT

S..a

€LLS

TLLD
0LL4

S9LM
9.3
€9.1L
T9LI

8SG.LA
LSLL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-12747, 7TO7L

wwPDB EM Validation Summary Report

Page 14

£€61
€68
T€6T

6264
868

9264

726D

T

ST6L
7161

2163

i

0761

9063

206d

0061

6681

1883

§.84
L8V

T.8L

G981
7988

298d

098A
658V

%380

i

6%80

L¥%80

0ZOTH

8TOTA

800TT

9007H

0 00TV

€00TH
200TS

6661
866d
1661

0 9661

5660

0 €661

86013

760TD

260TH
T60TI

L9TTT
99TTA

o
[4°295:

880TN
L8011

T911d
09TTH
6STIN

9GTTT

o oo

¥9114
E€STTY
CSTTA
TSTIV
0STT1
67111
8YITV

9VITL
SYTITA

T90TY
090Td
650Td

€90TY4
TS0tV

TS0T0
0S0TV
67014

8%0TL
LY0TH
9%0T1
SY0TA

Zy0TL
T¥0T'T

6€0TL

¢
¢
¢
¢
¢
¢

9€TTH

i

TECTV

62CT.L
82C11
Lzeia

0ZTTh

L1211

STCTV

€T2T1

TICTA

62ETH
8CETT
LTETS
9CETL
SzTETD
vCeT1
€CTETA
CTTETA

8TETD
STETH

CIETA

80€TT

L6214

€6210

16210

082TI

89CTL
1921V

79CTA

19211
0921V

3

TSCTL

0 90%1S

L2 2

T0%Td

LBETH

S6ETL

€6ETH
C6ETT

68€Td
88ETD

S8ETN
¥8eTH
€8ETA

6LETY
8LETW

LOETA
99€TS
S9€TT
voeTs
€9€TI

T9ETd

£9€1Q
0 TSETD

TSETL

8YETT
0 LYETL

9VETH

4245
EVETT

0%€Td
6EETA
8€ETd

CEETI

LEVTA

9€V1a
SEVTD

EEVTA
CEVTL
TEVTA
0EVTA

8CZ¥TS

e Molecule 2: alpha-D-mannopyranose-(1-6)-beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-b

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

9CYTL

€IS
(4429
114725
0zv1a
6TVTT

LIVTI
9TP1T1
STPTA
YIVIH

L0¥1Y

R

n

o~

N

o

n
N
n
~

R

n

o

)

o=

<

mmw

e Molecule 2: alpha-D-mannopyranose-(1-6)-beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-b

eta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose
75%

25%

50%

25%

Chain H:

TOVN

e Molecule 3: beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-ac

etamido-2-deoxy-beta-D-glucopyranose

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 15 wwPDB EM Validation Summary Report EMD-12747, 707L
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e Molecule 3: beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-ac
etamido-2-deoxy-beta-D-glucopyranose
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4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C2 Depositor
Number of particles used 45669 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method NONE Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 39.6 Depositor
Minimum defocus (nm) 1000 Depositor
Maximum defocus (nm) 3250 Depositor
Magnification ATT75 Depositor
Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
Maximum map value 0.107 Depositor
Minimum map value -0.002 Depositor
Average map value 0.000 Depositor
Map value standard deviation 0.003 Depositor
Recommended contour level 0.015 Depositor
Map size (A) 335.04, 335.04, 335.04 wwPDB

Map dimensions 320, 320, 320 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 1.047, 1.047, 1.047 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:
MAN, NAG, BMA

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 41 7) =5 | RMSZ 4 Z| >5
1 A 0.30 | 0/11249 | 0.61 | 12/15286 (0.1%)
1 B 0.39 | 0/11248 | 0.68 | 8/15283 (0.1%)
1 C 0.30 | 0/11249 | 0.61 | 12/15286 (0.1%)
1 D 0.39 | 0/11248 | 0.68 | 8/15283 (0.1%)
All All 0.35 | 0/44994 | 0.65 | 40/61138 (0.1%)

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 2
1 C 0 2

All All 0 4

There are no bond length outliers.

The worst 5 of 40 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
1 B 391 | ALA | N-CA-C | -11.59 98.01 114.12
1 D 391 | ALA | N-CA-C | -11.59 98.01 114.12
1 A 845 | PRO | N-CA-C | -10.94 93.43 111.26
1 C 845 | PRO | N-CA-C | -10.94 93.43 111.26
1 B 801 | SER | N-CA-C | -10.07 92.95 108.96

There are no chirality outliers.

All (4) planarity outliers are listed below:


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
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Mol | Chain | Res | Type | Group

271 | LYS | Mainchain
799 | PRO | Mainchain
271 | LYS | Mainchain
799 | PRO | Mainchain

—| = =] =
Q| Q| »=| »

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 11004 0 10890 211 0
1 B 11004 0 10886 382 0
1 C 11004 0 10890 205 0
1 D 11004 0 10886 390 0
2 E 20 0 43 5 0
2 H 50 0 43 5 0
3 F 39 0 34 2 0
3 I 39 0 34 2 0
4 G 28 0 25 0 0
4 J 28 0 25 0 0
5 A 112 0 104 2 0
5 B 70 0 65 5 0
) C 112 0 104 2 0
5 D 70 0 65 5 0

All All 44614 0 44094 1190 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 13.

The worst 5 of 1190 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:D:396:ASN:ND2 2:H:1:NAG:C1 1.68 1.55
1:B:396:ASN:ND2 2:E:1:NAG:C1 1.68 1.50
1:B:247:ASN:HD21 | 5:B:2003:NAG:C1 1.31 1.42
1:D:247:ASN:HD21 | 5:D:2003:NAG:C1 1.31 1.40
1:B:247:ASN:ND2 | 5:B:2003:NAG:C1 2.15 1.08



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

Page 19 wwPDB EM Validation Summary Report EMD-12747, 7O7L

There are no symmetry-related clashes.

5.3 Torsion angles (i)
5.3.1 Protein backbone (3)

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

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 1406,/1474 (95%) | 1189 (85%) | 207 (15%) | 10 (1%) 181 55
1 B 1404/1474 (95%) | 1129 (80%) | 266 (19%) | 9 (1%) 21 58
1 C 1406,/1474 (95%) | 1189 (85%) | 207 (15%) | 10 (1%) 181 55
1 D 1404,/1474 (95%) | 1129 (80%) | 266 (19%) | 9 (1%) 21 58
All All 5620/5896 (95%) | 4636 (82%) | 946 (17%) | 38 (1%) 200 55

5 of 38 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 800 TYR
1 A 809 THR
1 A 850 ALA
1 A 1080 | PHE
1 A 1184 | GLU

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.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 1236/1290 (96%) | 1227 (99%) 9 (1%) 760179
1 B | 1236/1290 (96%) | 1233 (100%) | 3 (0%) | |871185
1 C 1236/1290 (96%) | 1227 (99%) 9 (1%) 6 179

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 D 1236/1290 (96%) | 1233 (100%) | 3 (0%) 871185
All All 4944/5160 (96%) | 4920 (100%) | 24 (0%) 78 181

5 of 24 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 C 281 GLU
1 C 849 CYS
1 C 821 CYS
1 C 869 ASN
1 A 869 ASN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 50

such sidechains are listed below:

Mol | Chain | Res | Type
1 C 479 HIS
1 C 1259 HIS
1 D 1346 GLN
1 C 483 ASN
1 C 843 GLN

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)

18 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


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
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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).
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. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | /"' RMSZ | 47| > 2| Counts | RMSZ | #]Z| > 2
2 NAG E 1 2 14,14,15 | 0.38 0 17,19,21 | 0.52 0
2 NAG E 2 2 14,14,15 | 0.40 0 17,19,21 | 1.09 1 (5%)
2 BMA E 3 2 11,11,12 | 0.23 0 15,15,17 | 0.73 1 (6%)
2 MAN E 4 2 11,11,12 | 0.22 0 15,15,17 | 0.48 0
3 NAG F 1 1,3 | 14,14,15 | 0.32 0 17,19,21 | 0.81 0
3 NAG F 2 3 14,14,15 | 0.30 0 17,19,21 | 0.71 0
3 BMA F 3 3 11,11,12 | 0.23 0 15,15,17 | 0.56 0
4 NAG G 1 1,4 | 14,14,15 | 0.61 0 17,19,21 | 1.66 | 4 (23%)
4 NAG G 2 4 14,14,15 | 0.37 0 17,19,21 | 0.81 1 (5%)
2 NAG H 1 2 14,1415 | 0.38 0 17,19,21 | 0.52 0
2 NAG H 2 2 14,14,15 | 0.40 0 17,19,21 1.09 1 (5%)
2 BMA H 3 2 11,11,12 | 0.23 0 15,15,17 | 0.73 1 (6%)
9 | MAN| H 4 2 | 11,11,12 | 0.22 0 15,1517 | 0.48 0
3 NAG I 1 1.3 | 14,14,15 | 0.32 0 17,1921 | 0.81 0
3 NAG I 2 3 14,14,15 | 0.30 0 17,1921 | 0.71 0
3 BMA I 3 3 11,11,12 | 0.23 0 15,15,17 | 0.56 0
4 NAG J 1 1,4 | 14,14,15 | 0.61 0 17,19,21 | 1.66 | 4 (23%)
4 NAG J 2 4 14,1415 | 0.37 0 17,19,21 | 0.81 1 (5%)

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 E 1 2 - 3/6/23/26 | 0/1/1/1
2 NAG E 2 2 - 3/6/23/26 | 0/1/1/1
2 BMA E 3 2 - 1/2/19/22 | 0/1/1/1
2 MAN E 4 2 - 1/2/19/22 | 0/1/1/1
3 NAG F 1 1,3 - 4/6/23/26 | 0/1/1/1
3 NAG F 2 3 - 4/6/23/26 | 0/1/1/1
3 BMA F 3 3 - 1/2/19/22 | 0/1/1/1
4 NAG G 1 1,4 - 4/6/23/26 | 0/1/1/1
4 NAG G 2 4 - 5/6/23/26 | 0/1/1/1
2 NAG H 1 2 - 3/6/23/26 | 0/1/1/1
2 NAG H 2 2 - 3/6/23/26 | 0/1/1/1
2 BMA H 3 2 - 1/2/19/22 | 0/1/1/1
2 MAN H 4 2 - 1/2/19/22 | 0/1/1/1
3 NAG I 1 1,3 - 4/6/23/26 | 0/1/1/1

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

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
3 NAG I 2 3 - 4/6/23/26 | 0/1/1/1
3 BMA I 3 3 - 1/2/19/22 | 0/1/1/1
4 NAG J 1 1,4 - 4/6/23/26 | 0/1/1/1
4 NAG J 2 4 - 5/6/23/26 | 0/1/1/1
There are no bond length outliers.
The worst 5 of 14 bond angle outliers are listed below:
Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
4 G 1 NAG | 05-C1-C2 | -4.08 104.98 111.29
4 J 1 NAG | 05-C1-C2 | -4.08 104.98 111.29
2 E 2 NAG | C1-O5-C5 | 3.47 116.83 112.19
2 H 2 NAG | C1-0O5-C5 | 3.47 116.83 112.19
4 G 1 NAG | 04-C4-C3 | 3.24 118.03 110.38
There are no chirality outliers.
5 of 52 torsion outliers are listed below:
Mol | Chain | Res | Type Atoms
2 E 1 NAG | C3-C2-N2-C7
2 E 1 NAG | C8-C7-N2-C2
2 E 1 NAG | O7-C7-N2-C2
2 E 2 NAG | C1-C2-N2-C7
2 E 2 NAG | C8-C7-N2-C2

There are no ring outliers.

8 monomers are involved in 14 short contacts:

Mol

Chain

Res

Type

Clashes

Symm-Clashes

NAG

2

NAG

NAG

NAG

NAG

NAG

NAG

DN DN DN W|W| W W

0| | = | —| = | =

DN DN DO | —

NAG

DO DO Q| W | —[ DN

O OO OO OO

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 F
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Oligosaccharide Chain G

Bond lengths Bond angles
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Oligosaccharide Chain J
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5.6 Ligand geometry (i)

26 ligands 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).

. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link Counts | RMSZ | #|Z| > 2 | Counts | RMSZ | #|Z| > 2
5 NAG A 2008 1 14,14,15 | 0.30 0 17,19,21 | 0.44 0
5 NAG A 2002 1 14,14,15 | 0.31 0 17,19,21 | 0.49 0
5 | NAG | C |2008| 1 |14,14,15] 0.30 0 17,1921 | 0.44 0
gPDB
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. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | . RMSZg #|Z| > 2 | Counts RMszg 47| > 2
5} NAG D 2003 - 14,14,15 | 0.32 0 17,19,21 | 0.45 0
5 NAG A 2005 - 14,14,15 | 0.34 0 17,19,21 | 0.70 0
) NAG C 2002 1 14,14,15 | 0.31 0 17,19,21 | 0.49 0
5 |NAG| B |2001] 1 [14,1415| 026 0 17,1921 | 1.27 | 2 (11%)
5 NAG D 2001 1 14,14,15 | 0.26 0 17,19,21 | 1.27 | 2 (11%)
5 NAG C 2007 - 14,14,15 | 0.29 0 17,19,21 | 0.66 0
5} NAG A 2006 1 14,14,15 | 0.31 0 17,19,21 | 0.81 0
5} NAG B 2003 - 14,14,15 | 0.32 0 17,19,21 | 0.45 0
5 NAG B 2002 1 14,14,15 | 0.27 0 17,19,21 | 0.76 0
5 NAG B 2004 - 14,14,15 | 0.37 0 17,19,21 | 0.87 0
5 NAG A 2003 1 14,14,15 | 0.29 0 17,19,21 | 0.91 0
5 NAG C 2003 1 14,14,15 | 0.29 0 17,19,21 | 0.91 0
5} NAG C 2006 1 14,14,15 | 0.31 0 17,19,21 | 0.81 0
5 NAG B 2005 - 14,14,15 | 0.29 0 17,19,21 | 0.91 1 (5%)
5} NAG C 2001 1 14,14,15 | 0.27 0 17,19,21 1.27 2 (11%)
5 NAG A 2001 1 14,14,15 | 0.27 0 17,19,21 | 1.27 | 2 (11%)
5 NAG C 2005 - 14,14,15 | 0.34 0 17,19,21 | 0.70 0
5} NAG D 2002 1 14,14,15 | 0.27 0 17,19,21 | 0.76 0
5 NAG A 2004 1 14,14,15 | 0.33 0 17,19,21 | 0.59 0
5 NAG C 2004 1 14,14,15 | 0.33 0 17,19,21 | 0.59 0
5} NAG D 2005 - 14,14,15 | 0.29 0 17,19,21 | 0.91 1 (5%)
5 NAG A 2007 - 14,14,15 | 0.29 0 17,19,21 | 0.66 0
5 NAG D 2004 - 14,14,15 | 0.37 0 17,19,21 | 0.87 0

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
5 NAG A 2008 1 - 4/6/23/26 | 0/1/1/1
D NAG A 2002 1 - 3/6/23/26 | 0/1/1/1
5 NAG C 2008 1 - 4/6/23/26 | 0/1/1/1
5 NAG D 2003 - - 4/6/23/26 | 0/1/1/1
D NAG A 2005 - 3/6/23/26 | 0/1/1/1
5 NAG C 2002 1 - 3/6/23/26 | 0/1/1/1
5 NAG B 2001 1 - 2/6/23/26 | 0/1/1/1
5 NAG D 2001 1 - 2/6/23/26 | 0/1/1/1
5 NAG C 2007 - - 3/6/23/26 | 0/1/1/1

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

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
5 NAG A 2006 1 - 2/6/23/26 | 0/1/1/1
5 NAG B 2003 - - 4/6/23/26 | 0/1/1/1
5 NAG B 2002 1 - 4/6/23/26 | 0/1/1/1
5 NAG B 2004 - - 4/6/23/26 | 0/1/1/1
5 NAG A 2003 1 - 0/6/23/26 | 0/1/1/1
5 NAG C 2003 1 - 0/6/23/26 | 0/1/1/1
5 NAG C 2006 1 - 2/6/23/26 | 0/1/1/1
5 NAG B 2005 - 2/6/23/26 | 0/1/1/1
5 NAG C 2001 1 - 2/6/23/26 | 0/1/1/1
5 NAG A 2001 1 - 2/6/23/26 | 0/1/1/1
5 NAG C 2005 - - 3/6/23/26 | 0/1/1/1
5 NAG D 2002 1 - 4/6/23/26 | 0/1/1/1
5 NAG A 2004 1 - 4/6/23/26 | 0/1/1/1
5 NAG C 2004 1 - 4/6/23/26 | 0/1/1/1
5 NAG D 2005 - - 2/6/23/26 | 0/1/1/1
5 NAG A 2007 - - 3/6/23/26 | 0/1/1/1
5 NAG D 2004 - - 4/6/23/26 | 0/1/1/1
There are no bond length outliers.
The worst 5 of 10 bond angle outliers are listed below:
Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(°)
5 A 2001 | NAG | C1-O5-C5 | 3.93 117.46 112.19
5 C 2001 | NAG | C1-O5-C5 | 3.93 117.46 112.19
5 B 2001 | NAG | C1-05-C5 | 3.89 117.40 112.19
5 D 2001 | NAG | C1-05-C5 | 3.89 117.40 112.19
5 B 2005 | NAG | C1-O5-C5 | 2.42 115.43 112.19
There are no chirality outliers.
5 of 74 torsion outliers are listed below:
Mol | Chain | Res | Type Atoms
5 A 2002 | NAG | C3-C2-N2-C7
5 A 2002 | NAG | C8-C7-N2-C2
5 A 2002 | NAG | O7-C7-N2-C2
5 A 2004 | NAG | C8-C7-N2-C2
5 A 2004 | NAG | O7-C7-N2-C2
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There are no ring outliers.

6 monomers are involved in 14 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
5 D 2003 | NAG 4 0
5 A 2005 | NAG 2 0
5 B 2003 | NAG 4 0
5 B 2004 | NAG 1 0
5 C 2005 | NAG 2 0
5 D 2004 | NAG 1 0
5.7 Other polymers (i)
There are no such residues in this entry.
5.8 Polymer linkage issues (i)
The following chains have linkage breaks:
Mol | Chain | Number of breaks
1 B 1
1 D 1
All chain breaks are listed below:
Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 B 629:GLY C 630:PHE N 4.62
1 D 629:GLY C 630:PHE N 4.62



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-12747. 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: 160 Y Index: 160 7 Index: 160

WO RLDWIDE

sie

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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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: 130 Y Index: 160 7 Index: 194

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.

e
15
o
W


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.015.
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.


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

Recommended contour
level 0.015

Voxel count (logl0)
=Y
1

T T T T T T
0.00 0.02 0.04 0.06 0.08 0.10
Map value

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


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

Volume estimate
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0.00 0.02 0.04 0.06 0.08 0.10
Contour level

The volume at the recommended contour level is 363 nm?; this corresponds to an approximate
mass of 328 kDa.

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


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

Rotationally averaged power spectrum

—— Primary map RAPS
Reported resolution
14 450 A+

Intensity (logl0)

0.0 0.1 0.2 0.3 0.4 0.5
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.222 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-12747 and PDB
model 7TO7L. Per-residue inclusion information can be found in section 3 on page 8.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.015
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 (0.015).


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, 61% of all backbone atoms, 50% 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 (0.015) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All m 0.5020 . 0.1420
A . 0.3240 I (0.1000
B 0.6820 . 0.1840
C . (0.3240 I 0.1010
D 0.6820 . (0.1840
E . 0.2400 . 0.2370
F . (0.3590 . (0.1940
G . 0.0710 . 0.0380
H . 0.2400 . 0.2290
I . (0.3590 . (0.1860
J . 0.0710 . 0.0440

1.0

0.0
W <0.0
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