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HATX

EMD-3086

negative stain EM of BG505 SOSIP.664 in complex with sCD4, 17b, and
8ANC195

Scharf, L.; Wang, H.; Gao, H.; Chen, S.; McDowall, A.; Bjorkman, P.
2015-07-10

17.00 A(reported)

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

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

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

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

EMDB validation analysis : 0.0.1.dev113

Mogul : 1.8.4, CSD asb41be (2020)
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 17.00 A.

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

Metric Percentile Ranks Value
Clashscore - 32
Ramachandran outliers D 3.5%
Sidechain outliers [ D 5.7%
Worse Better

0 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
21%
e —— -
1 A 313 41% 52% ..
20%
I —— -
1 E 313 40% 53%
21%
I — -
1 I 313 41% 52%
20%
e
2 B 181 34% 55% 9%
21%
e -
2 F 181 35% 53% 10%
21%
e -
2 J 181 35% 54% 10%
18%
e n
3 C 214 34% 57% 8%
18%
e n
3 G 214 34% 58% 7% +

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

Mol | Chain | Length Quality of chain
8%
e
3 K 214 34% 57% 8% -
21%
e
4 D 229 38% 56% 6%
21%
e ——
4 H 229 41% 53% 6%
21%
e —
4 L 229 40% 54% 6%
33%
———
5 M 215 87% 12%
33%
T —
5 O 215 86% 13%
31%
T —
5 Q 215 86% 13%
20%
I —
6 N 244 78% 14% 8%
19%
I ——
6 P 244 79% 12% 8%
19%
I —
6 R 244 77% 14% . 8%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
7 NAG A 588 X - - -
7 NAG A 741 X - - -
7 NAG E 588 X - - -
7 NAG E 741 X - - -
7 NAG I 588 X - - -
7 NAG I 741 X - - -
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2 Entry composition (i)

There are 7 unique types of molecules in this entry. The entry contains 31872 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 HIV-1 YU2 GP120.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 306 2385 1494 417 454 20 0 0

Total C N O S
1 2 306 2385 1494 417 454 20 0 0

Total C N O S
1 I 306 2385 1494 417 454 20 0 0

e Molecule 2 is a protein called T-CELL SURFACE GLYCOPROTEIN CD4.

Mol | Chain | Residues Atoms AltConf | Trace
2 B 181 rfztla; 835 214\117 2(7)6 ésl 0 0
2 F 181 ?Ztla; 8(835 214\117 2?6 ésl 0 0
2 J 181 ?Ztla; 8(815 214\117 2?6 ZSL 0 0

e Molecule 3 is a protein called FAB OF BROADLY NEUTRALIZING ANTIBODY 17B.

Mol | Chain | Residues Atoms AltConf | Trace
3 ¢ 214 rf‘ézf;l 1(?28 212\312 3(??2 g 0 0
3 G 214 ?())’?71 1(?28 21§2 322 g 0 0
3 K 214 ?(())’Ela’}l 10028 21§2 3(??2 i 0 0

e Molecule 4 is a protein called FAB OF BROADLY NEUTRALIZING ANTIBODY 17B.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 D 229 1722 1086 289 342 5 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 H 229 1722 1086 289 342 5 0 0
Total C N O S
4 L 229 1722 1086 289 342 5 0 0

e Molecule 5 is a protein called FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195.

Mol | Chain | Residues Atoms AltConf | Trace
g M 214 ?gga; 1 0(2)2 21;13 3(2)5 g 0 0
g 0 214 ?(()igzl 1 (%2 21;]3 3(2)5 g 0 0
g Q 214 ?2’821 1 (%2 21;13 3(2)5 g 0 0

e Molecule 6 is a protein called FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195.

Mol | Chain | Residues Atoms AltConf | Trace
0 N 224 rf(()igl 1 0(316 21;13 3(1)9 g 0 0
0 P 224 rl11(()551&31 1 &6 21;13 3(1)9 g 0 0
0 R 224 rl11(()551&;’)1 1 0(316 21;13 3(1)9 g 0 0

e Molecule 7 is 2-acetamido-2-deoxy-beta-D-glucopyranose (three-letter code: NAG) (formula:

CgH15NOG).
NAG
06
OH
o1 05 J
HO : ) O .. \\-\‘.\\:‘ ce
“oim os@)l
Co(R)  C4(S)
N2 . C3R)_~
H OH
- 04
C7) OH
e : OO? 03
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Mol | Chain | Residues Atoms AltConf
a0 [TEY Tl
T [ oy ol
RN N DI
ARSI S
ARSI S I
ARSI S
ARSI SR
ARSI SR
ARSI SR
IR
A [T ol
A [T ol
A [T ol
A [T ol
e o [t ol
e o [t ol
e o [t ol
e o [y ol
e 1 [maevol
AN SR I
AN SR I
AN S

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

Mol | Chain | Residues Atoms AltConf
IEEEEL I
AERE A S I
AERE A S
AERENE A S I
e [ 1 [Ty ol
AN SR I
AN S I
2NN S I
2NN S I
2NN SR I
AN S I
AN SR I
2NN SR I
2NN L DI
AR I
AR I
AR I
AR S
AR I
AR I
ey

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

Mol | Chain | Residues Atoms AltConf
Total C N O
7 P 1 14 8 1 5 0
Total C N O
7 R 1 14 8 1 5 0




EMD-3086, 5A7X

green = 0, yellow = 1, orange = 2

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

atom inclusion in map density. Residues are color-coded according to the number of geometric

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
quality criteria for which they contain at least one outlier:

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

3 Residue-property plots (i)

and red = 3 or more.

Page 9

<]
=
<
d;
]
m oted otzd
¢ ooz
D) 0 80TA
...hh 88¢T [Teeen ¢ ozi 8821
- 0 90zd
R= | s0ed
Lm 50Ty
= 20zl
+>
_.m ) . 1021
-~ — — “ 86
<5} TL
=
= §
m “
G61S
n 61D
Lauu 62TV
- LTTA
m 0 0 9ZTD
= ¢ ¢ s
oy M ¢ ° ¢ wd
m o “ i ¢ [2a%!
= Cren Cen
n 0ZTA “ 0ZTA
Q 6110 611D
1% mmE ¢ mmE
.MQW mmﬁm mma
o 6071 ¢ cew 60TI
o wmﬁ ¢ mmﬁ
m SOTH 0. | zeva SOTH
o BOTH 0 T6%1 BOTH
m o £0Th 8270 0693 o €010
xR zotd 687 IS zo1d
m — ¢ T0TA ¢ LeswA ¢ T0TA
o ol 00TH MMN ol 00TH
g @, ¢ oo 04 o 9O ¢ oen
m m . “ 86N “ 0Z%I gt m “ 86N
5h & 163 6T7Y | esv1 < 163
z8va >
Y N R
%) — ¢ ¢ osw - ¢
© V X 0 vt 6.L¥M V o 0 ey
—_ 45728 8LYN —_ g
m — o mmm [eten 1.%a T W mm.._
o . mmw G “ 974 . omw
Cl i o waml i
) &0 < 981 04 ¢ wa ) 981
— = .. ‘ ’ €199 ,luA ..
< m % < ¢ _eom ¢ uw % =
SE = £ R
= 5 M o 96€1L 0Lvd M <
= = | geed | 69%Y =
o wm [ ] @) 6EN 8974 [ ] O

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-3086, 5A7X

wwPDB EM Validation Summary Report

Page 10

19T 191

i
i
i

.

¢
covl ¢ soan ¢ oss ¢ oss
0 29%L
a o= ¢ Teva ¢ o ¢ o
¢
’ 90zd 06€1 oo ‘ 854 ‘ 854
6S%D I - ‘ I
89%9 ‘ G8€D 657D ’ 8CTTA ‘
1570 k ¢ s ] 8579 ¢ eS| ¢
9574 ool 182V T8€d 15%a ¢ o 9z1d ¢ o9
| | 08ZN [} 9574 ¢ v | se1s 6 v
TSV 612N 984 [ | M wmﬁm M
1559 zsv1
| osvL . # 1579 : 0. 121d * 0.
6%71 £L€1 | osvl © 18T 0zis © 19T
87PN . 67T S 6113 S
1998 oNEEm 8o @ o 8111 b= o
9v¥S e &l pier L% Mwm Lo ¢ Mww
| v ﬂ ¢ 9vbS Lo 9171 ¢ e
R ¥ove 61D EEm ¢ i ¢ o 12 A4 ¢ ¢ o
el 621V ThhY PITT
0L21 ¢ s8oea ¢ ¢ ¢
b A5 Lets |
¢ o LTTA ¢ 0* ¢ (430 SITA ¢ w1
¢ ¢ % ¢ ¢ v L e ¢ cm
$ o ¢ s LR s 2 i =
¢ o - M oo a ¢
0 6EVT 0 v21d [ ] 0 TLII 0
¢ ¢ s z9eN ¢ sent ®) ¢ o ﬁ 1T O ¢ ow
¢ m [445t 65271 MWM “ m ¢ o 9071 I m ¢ oen
‘ Lol q MMMM 6G€T 0 5] ® gen 89TA €3 © 8gn
agpk Doty
ﬁ 6110 95zs mmmw SEVA m a MM 9913 m @ MM,H_
811d TAN o5l YEVH 3910
N i sson S e = e gl e T e
M ComT | esed | 3eD ¢ w o, = £970 o, eeb
M T eec £ged ¢ o zen oo L S zen
| zeva | zagh | o1es 191A | oes
¢ Tevt o Mol e ¢ e osi o1 o O osi
8zvd 0673 EOTT G 0geM ¢ 61 > | eed o 6310 > | oeed
687A mﬂE wmm._. 6vET 8zvh 06%3 — 8T WMM lssmn sz
0 IB§ 0TI £9TS mmﬁ 0 k O wwm z6d 23H @} MMW
€0TD zhen = | r &)
¢ 987k o aver 18%3 ¢ 5 ¢
a8y Q ¢ com | wvED 98V& O ¢ o8 €510 (@)
¢ et VA — T0TA ¢ o eved ¢ sevi = 4 ¢ ss« fesmn 4
¢ o el A 00TH 82D L zve1 ¢ oo 8YA = ¢ ¢ e TSTT [ ¢
z8vd ®) OI vETN TPEL ¢ o | esv1 e ¢ ] 057 o ¢
18%S ¢ et gezd 0%EN 28vd S ¢ e 6911 = ¢
08ty [a\ | zenn 18%S 8910
¢ . ) o $ o 10N — ¢ oswu n ¢ k Lms: 2 4
171 8LN > = o | Seedt 6L7M — © ¢ 0sa S — * ¢
[ eten ¢ < ¢ oo L2T [ vees | ja%as 8LuN 4 N 6.8 Sv1S = in
A & o D ¢ e 4 £eeT [ eten ¢ &) m = NH ) ™
1149 | zeeN z1vd
opomy IR 2 = vy = o # o O g 71 e &2 1
¢ oo ¢ = R 061 MMM 6627 o 170 = 1 s MHW = o i
€19 171 1L
¢ om ¢ ; con oy memm 4 g o M B e ¢
o | Wb 2 O CE S 5] imm gl B e
) 612V O )
96€1 0Lvd — | gted S62N imn = .. 8y l 9eT = .. ey
| g6ed 6974 w —_ LTCk | 6Tl | 96€EL 0Lvd w m [ | 0.1 SETH w & | |
H6EN 8974 < a | oteH £6TA | geea 6974 < o g1 . 69T $ETH < o g1
| eeem [V ) .= a1zl z62A 6EN 89%4 © = 7 89d fggan o R Low
T6EL 99%d M < | | | | | geEM | L9%T M < €A 194 ZeTS M < €A
T6€d sovL = Tied 682N z6EL 99w = [ e | 99N TETH = [ ew ]
06€T | vord ) @) o1zd 8821 16€d S9VL ® (@) ™ [ ] 0£T0 ) @) i

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-3086, 5A7X

wwPDB EM Validation Summary Report

Page 11

8CTA

9¢1d

veis

T21d
0zTs
6174
8111

9111

Y111

[4213]

0TTh

80TT

90TL

0071

864
L6A
9671
S6T
760
€6A
z26d

68d

-

9LTA
SLIA

TLII
TLIN

89TA

991X
S9Th

€910

T9TA
09TL
6S1D

LSTM

3

T-CELL SURFACE GLYCOPROTEIN CD4

e Molecule 2

e oo o 4 2 2 2 2
©
. 2

10%

54%

35%

21%

Chain J

i

o
© ©
n 4

o)
fre)
<

0
0
<

o
0 0
X4

6%S
8%d

i
SPL
vl
€vd

(o]
6EN
8€D
LET
9€I
SEN

OO0 oOOoO

€ed
ZEN

0EN

¢
¢
¢
¢
¢
¢
¢

<
-
I

TIL
ota

. 2 4

[l In-OO
= — 54

8CTA

921d

vers

T21d
0zTs
6114

9TTT

YITT

[434]

0TTh

80TT

90TL

00TT

L6A
961
S61
60

zed

68d
88d
184

A o 2 4

€81
(42N

618

h oo 4 4

9LTA
SLTA

CTLTI
TLIN

89TA

991X
S9Th

€910

T9TA
09TL
631D

LSTM

3

€57Q

TS11
0§73
6711
8HTh

9%IA
SP1S
14491
EVTL

FAB OF BROADLY NEUTRALIZING ANTIBODY 17B

18%

1345
071D

e Molecule 3

.
0
0
<

8%

TSV
08D
674
8¥I
Ly
971

> o

57%
|

Lo 2 2 2 2 4
&
-

34%

Chain C

OETY

8T
L21S

SCT1
i741]

021d

8TTd
LTTI
9TTd
STTA
v11s
€T1d
(4344

OTTA

80TH
LOTH

S0TH
7011

COTL
669
964

4564
¥S6d

V6N
€6N

T6A

680

984

86TH

96TA

€61V
(4398

68TH
88TH

(4249

0TZN
6024
80TS

9021
1021

002D
661D

FAB OF BROADLY NEUTRALIZING ANTIBODY 17B

18%

e Molecule 3

7%
3
~

6€X

S oo

58%
RLDWIDE

SEM
vev
€e1
zea
Tes

0€s
62A
8Cs
Lzd

a2 & 2 & 4

14 4
44
€20

121
ozl
6TV

34%

L2 2 2
RS
© 0 ®

Chain G

0ETY

8¢T1D
LTS

i

S2T1
i441]

0z1d

8114
LTTI
9114
STTA
v1is
€T1d
(434

0TTA

80TH
LOTX

S0Td
7011

COoTL
669

964
4564
V¥S6d

S6d

76M

0 £6N

T64

Ii

680

984

6.0

~
~
[

SLI

€L7

TL4

>
«)IIII
©
[T

w_ 0

PROTEIN DATA BANK



EMD-3086, 5A7X

wwPDB EM Validation Summary Report

Page 12

—
©
=
=]

o]
)
=
=

o o o 4 4 4 4 2 4
2
@

~
w
=
l(’5

[4143)

072N
6024
80CS

e Molecule 3

90TL

1021
002D
6610

FAB OF BROADLY NEUTRALIZING ANTIBODY 17B

.

R

oo}

N

~

n

R

<

m
R
[2e]
—

=

o

<

mmw

0 999

[47)]

6eX

oo d

a2 2 2 2 4

s}
N
&)

0ETY

8¢
LTS

i

SCT1
i741]

0Z1d

8114
L1TI
9TTd
STTA
¥118
€T1d
(4344

OTTA

80TH
LOTH

S0TH
%011

COTL
669
964

4564
VS6d

76N

0 €6N

T64

I i
e s s 2 2 2 2 4

680

984

L o = 4
IIIIIN : q‘II
0 0 ®
am <

6.0

~
~
©n

SLI

€L1

TL4

i

0 899

N~ o o ~
0 vl ©
- - -
(& n =

¥STT
E€STY

0STA
67TY

{57458

6ETd

9ETT
SETT
¥ET0
EETA
CETA

(4249
0TZN
6024
80CS
9021

1021
002D

FAB OF BROADLY NEUTRALIZING ANTIBODY 17B

e Molecule 4

6%

56%

QOiO

38%

21%

Chain D

891
LOA

0
©
o

€91

0 T9d
09V
634

i

S6a

€61

[4hy
T8I
0y
67D

ova

wl
s
o

0]

Tvd
oy
6ed

9EM
SEL
ved

T€Y

624
8¢l

Lea

o 2 4

L

€e
{449
1zs
0ZA

8TA
LTS
918

(458
TTA

m&ols-
= | v

€b
[4)

0 it

0 8TTS

9¢1d
STV
iZ4%!

a4 2 2 R 2 2 2 2 2 4
2B 8 33
SEE o=

980
S$8a
78s

Ig

vesy

o
ee}
=}

081

8LA
LLL

0 $.S

691

0 0LT1
0 69TA
0 89TY
LN

9974

i

¥9TH
€9TA
291D

09TL
6STT

LSTD

4598

FAB OF BROADLY NEUTRALIZING ANTIBODY 17B

c1ed
T12A
012
6024

T0TH

00CH
66TN

@ 0O o o

961D
S6TI
76TA

> S

e Molecule 4

6%

53%

<
gI

41%

21%

Chain H

691
891
LOA

0
©
IUI

€971

0 19d

09V
6SA

i

SSa

€91

T8I
08y
6%D

9%d

[53740]

Tvd
oy
6€b

QOiO

9EM
SEL
ved

TEY

624
8zl

Lza

o 2 4

€T
[da)

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-3086, 5A7X

wwPDB EM Validation Summary Report

Page 13

0€TS

0 8CTS

92¢1d

verl
€e1d
[4qxs
TCTA

611d

E

L1

TTIA

60TA
8011

901D

0 501D
$0TD
£0TM

TOTH
0011
£ootd
I00TD

H00TA
aootd

00TY

0 869

164

i
Lo 2 2 2 R 2 2 2 2 2 4

ey
260

064

88V
8L

Ss8a

081

8LA

LLL

¢
¢
¢
¢
¢
¢
¢
¢

S81d

#8TA
€8TL
Z8TA
18TA
0818
6L1S

9LTX

0 0L71
0 69TA
0 89TV
¢ v

9974

i

Y9TH

€9TA

o
©
—
o

N o
[ToRYe}
=
= wn

4598

(A4S
TTCA
01Ty

00CH
66TN

¢
¢
¢
¢
¢

961D
S6TI
Y6TA

e Molecule 4: FAB OF BROADLY NEUTRALIZING ANTIBODY 17B

i

54%

40%

21%

Chain L:

9EM
SEL

8zl

o
)
I>

TTA

0 8TTS

9¢1d

211
€21d
[2q %
1CTA

611d

LT

TTTA

60TA
8071

901D

0 S0T0
$0TD
€0TH

TOTH
M00TT
rootd
I00T1D

H00TA
aootd

00TV

0 869

164

i
a2 2 2 R 2 2 2 2 2 4

£6Y
260

o
2
I>‘I

88V
181
98d

78s

081

8LA

LLL

6811

©
©
—
12

98TS
S81d

#8TA
€8TL
Z8TA
T8TA
0818
6L1S

Lo o 2 2 & & 4

9LTK

o s

0 0L71
0 69TA

o
©
—
o

P9TM

o
e}
=
=

149

v1a
157498

15745

@ O o o

6€TD

8ETT

4598

z1ed
TICZA
oTey

00CH
66TN

961D
S6TI

FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195

e Molecule 5:

12%

> o

87%

e A o

%

33%

Chain M:

< &

Lo 2 4

COOPPPPPPPO GOPPPPPPPO GO0 G999 O 9999999909909

-

e Molecule 5:

0ETY
62TL

o 2 2

€ecTd

LOTH

€01

€61

o

8.1

cLL

Tod
09s

Ny
0
=

o
0
~

@ G000

azcs

B6TA

0Tl

LS

¥02d

L6TL

68TH

1811

8SGTN

SSTH

1S1d

9VTA

0 SYTA

FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195

33%

13%

Lo a4

86%
. . e d

£

Chain O:

b & 4

0eTY
6CTL

.

SeTl
i741]
€213

1218

LOTH

€0TA

€6.L

A & 4

8.1

CLL

194
098

<
=3
p

o
Il
~

@ 00O

{443

O

R LDWIDE
PROTEIN DATA BANK

W



Page 14 wwPDB EM Validation Summary Report EMD-3086, 5A7X

b & 4 COOPPPPPPPO GO0V PPPPPG G000 0000 OO PPOPOOSOOSO OO
I-O ID O)

e Molecule 5: FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195

31%

K145
V146
N158
L181

Chain Q: 86% 13%
- * 90000 ooooooee 3 oo oo ooo
o mo my o < o - . =S &3] 3
5B B o [ g§g"E g 253 2

Q@ © COPPPPPP0 VPP PPPPPOG 99090 S2%%0 COOPPOOOSO & OO
g ID Lﬂ g co 0) O

e Molecule 6: FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195

20%
Chain N: 78% 14% 8%

> o OO S0 0O oo S o 0O & oo o o o 4
o £ n == = ~ 5 O = =
< 0O oo L e e

<>

||I I||||IIIIIIIIIIIII|..0o ..||||||||+ll||||||||||||| ..|||II ||||||.. ..|||IIIIIIIIIIIIIIIIII II
I
e
(=}

e Molecule 6: FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195

19%
. I —
Chain P: 79% 12% 8%

R38
A40

o
4
o

148
Q50
I51

K100
W100A
F100L
P126
R210

©
—
—
I

E212

OO & 00O OO oo o 2 4

SO 0O & oo
<<
. mgg-ﬁl CIEmglg- I -gglgl
=2 = 2= 3 3 & &

@ & 90O 0 o oo @ 0000 I

- - -
Bsesezanis

e Molecule 6: FAB OF BROADLY NEUTRALIZING ANTIBODY 8ANC195

19%

W100A

F100L
R210
E212
P213

Chain R: 77% 14% - 8%
oo *0e & G0 oo oo 00 © oo POV
-



EMD-3086, 5A7X

wwPDB EM Validation Summary Report

Page 15

L0TA

@ 0000

S6TI

¢

6811

1918

@ & 00O oo

Ly1d
T4

8ETT

9z1d
|
ge1d
|
9TTL

€12d
(4548

b & 4

<> <>

10074

R LDWIDE

O

PROTEIN DATA BANK

W



Page 16

wwPDB EM Validation Summary Report

EMD-3086, 5A7X

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C3 Depositor
Number of particles used 7174 Depositor
Resolution determination method | Not provided

CTF correction method INDIVIDUAL PARTICLES Depositor
Microscope FEI TECNAI 12 Depositor
Voltage (kV) 120 Depositor
Electron dose (e~ /A”) Not provided

Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification 42000 Depositor
Image detector GATAN ULTRASCAN 1000 (2k x 2k) Depositor
Maximum map value 0.090 Depositor
Minimum map value -0.079 Depositor
Average map value -0.000 Depositor
Map value standard deviation 0.008 Depositor
Recommended contour level 0.0269 Depositor
Map size (A) 320.0, 320.0, 320.0 wwPDB
Map dimensions 128, 128, 128 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 2.5, 2.5, 2.5 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:
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 | prigy7 1 47155 | RMSZ #4|Z| >5

1 A 0.46 0/2432 0.66 0/3296

1 E 0.46 0/2432 0.66 0/3296

1 I 0.46 0/2432 0.66 0/3296

2 B 0.41 0/1432 0.72 2/1930 (0.1%)

2 F 0.41 0/1432 0.72 | 2/1930 (0.1%)

2 ] 0.41 0/1432 0.72 | 2/1930 (0.1%)

3 C 0.43 0/1684 0.86 3/2288 (0.1%)

3 G 0.43 0/1684 0.86 3/2288 (0.1%)

3 K 0.43 0/1684 0.87 3/2288 (0.1%)

4 D 0.42 0/1762 0.64 0/2399

4 H 0.42 0/1762 0.64 0/2399

4 L 0.42 0/1762 0.64 0/2399

5 M 0.51 0/1640 0.60 0/2232

5 O 0.51 0/1640 0.60 0/2232

5 Q 0.51 0/1640 0.60 0/2232

6 N 0.54 | 1/1687 (0.1%) | 0.60 1/2310 (0.0%)

6 P 0.54 | 1/1687 (0.1%) | 0.61 | 1/2310 (0.0%)

6 R 0.54 | 1/1687 (0.1%) | 0.60 1/2310 (0.0%)
All All 0.46 | 3/31911 (0.0%) | 0.68 | 18/43365 (0.0%)

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
6 P 213 | PRO | N-CD | 5.15 1.55 1.47
6 N 213 | PRO | N-CD | 5.15 1.55 1.47
6 R 213 | PRO | N-CD | 5.07 1.54 1.47

The worst 5 of 18 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
3 C 140 | TYR | C-N-CD | -21.39 73.54 120.60
Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
3 K 140 | TYR | C-N-CD | -21.37 73.58 120.60
3 G 140 | TYR | C-N-CD | -21.37 73.59 120.60
3 K 140 | TYR | C-N-CA | 13.74 179.70 122.00
3 G 140 | TYR | C-N-CA | 13.72 179.63 122.00

There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 2385 0 2327 209 0
1 B 2385 0 2327 210 0
1 I 2385 0 2327 207 0
2 B 1412 0 1444 149 0
2 F 1412 0 1444 147 0
2 J 1412 0 1444 144 0
3 C 1647 0 1593 172 0
3 G 1647 0 1593 172 0
3 K 1647 0 1593 170 0
4 D 1722 0 1691 152 0
4 H 1722 0 1691 149 0
4 L 1722 0 1691 148 0
5 M 1605 0 1521 12 0
5 O 1605 0 1521 14 0
5 Q 1605 0 1521 14 0
6 N 1643 0 1586 21 0
6 P 1643 0 1586 19 0
6 R 1643 0 1586 21 0
7 A 196 0 182 20 0
7 E 196 0 182 19 0
7 I 196 0 182 20 0
7 N 14 0 13 0 0
7 P 14 0 13 0 0
7 R 14 0 13 0 0

All All 31872 0 31071 2030 0
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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 32.

The worst 5 of 2030 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)
2:B:176:VAL:C 2:B:177:LEU:HD12 1.62 1.20
2:J:176:VAL:C 2:J:177:LEU:HD12 1.62 1.19
2:F:176:VAL:C 2:F:177:LEU:HD12 1.62 1.17
2:J:108:LEU:HD21 | 2:J:112:GLN:HB3 1.28 1.15
2:B:108:LEU:HD21 | 2:B:112:GLN:HBS3 1.28 1.13

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 304/313 (97%) 242 (80%)
1 E 304/313 (97%) 242 (80%)
1 I 304/313 (97%) 242 (80%)
2 B 179/181 (99%) 127 (71%)
2 F 179/181 (99%) 127 (71%)
2 J 179/181 (99%) 128 (72%)
3 C 212/214 (99%) 171 (81%)
3 G 212/214 (99%) 171 (81%)
3 K 212/214 (99%) 171 (81%)
4 D 227/229 (99%) 185 (82%)
4 H 227/229 (99%) 185 (82%)
4 L 227/229 (99%) 184 (81%)


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone

Page 20 wwPDB EM Validation Summary Report EMD-3086, 5A7X

Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
5 M | 212/215 (99%) | 211 (100%) | 1 (0%) 0 [100] [ 100
5 O | 212/215 (99%) | 211 (100%) | 1 (0%) 0 100 ] [100]
5 Q | 212/215 (99%) | 211 (100%) | 1 (0%) 0 [100] [ 100
6 N | 220/244 (90%) | 219 (100%) | 1 (0%) 0 100 ] [ 100]
6 P | 220/244 (90%) | 219 (100%) | 1 (0%) 0 100 ] [100]
6 R | 220/244 (90%) | 219 (100%) | 1 (0%) 0
All | ANl | 4062/4188 (97%) | 3465 (85%) | 454 (11%) | 143 (

5 of 143 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 268 GLU
1 A 409 ASN
1 A 475 MET
2 B 109 LEU
2 B 165 GLN

5.3.2 Protein sidechains (1)

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

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 271/276 (98%) | 257 (95%) | 14 (5%) 19 40
1 E 271/276 (98%) | 257 (95%) | 14 (5%) 19 40
1 I 271/276 (98%) | 257 (95%) | 14 (5%) 19 40
2 B 164/164 (100%) | 149 (91%) | 15 (9%) 24
2 F 164/164 (100%) | 149 (91%) | 15 (9%) 24
2 J 164/164 (100%) | 149 (91%) | 15 (9%) 24
3 C 184/184 (100%) | 174 (95%) | 10 (5%) 181 40
3 G 184/184 (100%) | 174 (95%) | 10 (5%) 181 40
3 K 184/184 (100%) | 174 (95%) | 10 (5%) 181 40
4 D 193/193 (100%) | 183 (95%) | 10 (5%) 19 40

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles

4 H 193/193 (100%) | 183 (95%) 10 (5%) 19 40

4 L 193/193 (100%) | 183 (95%) 10 (5%) 19 40

5 M 174/182 (96%) 164 (94%) 10 (6%) 177 38

) O 174/182 (96%) 164 (94%) 10 (6%) 177 38

5 Q 174/182 (96%) 164 (94%) 10 (6%) 177 38

6 N 183/210 (87%) 175 (96%) 8 (4%) 24 45

6 P 183/210 (87%) 175 (96%) 8 (4%) 241 45

6 R 183/210 (87%) 175 (96%) 8 (4%) 24 45
All All 3507/3627 (97%) | 3306 (94%) | 201 (6%) 200 38

5 of 201 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
2 J 69 LEU
4 L 110 THR
6 R 207 VAL
2 J 89 GLN
3 K 92 ASN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 69
such sidechains are listed below:

Mol | Chain | Res | Type
3 K 198 HIS
4 L 82(B) | ASN
) O 155 GLN
1 E 246 GLN
1 E 114 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.
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5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

45 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 | o\ " "RMS7 | 47 > 2 | Counts | RMSZ | #]7] > 2
7 INAG| 1 [76] 1 |14,14,15] 059 0 17,1921 [ 0.79 | 1 (5%)
7 |NAG | E | 795 | 1 |14,14,15| 052 0 17,1921 | 0.74 0
7 |NAG | A | 908 | 1 |14,14,15| 0.64 0 17,1921 | 0.61 0
7 |NAG | T [894] 1 |14,1415] 0.66 0 17,1921 | 0.74 | 1 (5%)
7 |NAG | A | 963 | 1 |14,14,15| 0.76 0 17,1921 | 0.66 0
7 [NAG| T [948 | 1 [141415] 089 | 1(7%) | 17,1921 096 | 1 (5%)
7 INAG| A [894] 1 |141415] 065 0 17,1921 | 0.74 | 1 (5%)
7 | NAG | A | 856 | 1 |14,14,15| 0.7 0 17,1921 | 0.70 0
7 |NAG | E | 588 | 1 |14,14,15| 0.64 0 17,1921 | 0.78 0
7 |NAG | E | 734 | 1 |14,14,15| 0.63 0 17,1921 | 0.51 0
7 |NAG | E | 789 | 1 |14,14,15| 0.65 0 17,1921 | 0.87 0
7 | NAG | A | 588 | 1 |14,14,15| 0.64 0 17,1921 | 0.79 0
7 INAG | E | 776 | 1 |14,14,15| 0.60 0 17,1921 | 0.78 0
7 |NAG| E | 86 | 1 |14,14,15| 0.76 0 17,1921 | 0.71 0
7 |NAG| E | 908 | 1 |14,14,15| 0.63 0 17,1921 | 0.61 0
7 INAG| 1 [886] 1 |141415] 067 0 17,1921 | 1.04 | 2 (11%)
7 INAG| E | 963 | 1 |14,14,15] 0.7 0 17,1921 | 0.67 0
7 INAG | 1 [762] 1 |14,14,15] 0.62 0 17,1921 | 0.72 | 1 (5%)
7 [NAG| R [1000] 6 |14,14,15| 1.66 | 1(7%) | 17,1921 137 | 1 (5%)
7 | NAG | 1 | 789 | 1 |14,14,15| 0.64 0 17,1921 | 0.89 0
7 |NAG | E | 741 | 1 |14,14,15] 057 0 17,1921 | 0.61 0
7 | NAG | 1 | 856 | 1 |14,14,15] 0.77 0 17,1921 | 0.72 0
7 |NAG | 1 | 795 | 1 |14,14,15| 052 0 17,1921 | 0.74 0
7 |NAG | A | 734 | 1 |14,14,15| 0.61 0 17,1921 | 0.51 0
7 |NAG| E [ 886 | 1 |14,14,15| 0.66 0 17,1921 | 1.03 | 2 (11%)
gPDEB
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. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | . RMSZg #|Z| > 2 | Counts RMszg 47| > 2

7 NAG E 894 1 14,14,15 | 0.67 0 17,19,21 | 0.73 1 (5%)
7 NAG A 762 1 14,14,15 | 0.63 0 17,19,21 | 0.74 1 (5%)
7 NAG I 741 1 14,14,15 | 0.57 0 17,19,21 | 0.60 0
7 |NAG| A [o48 | 1 [141415| 087 | 1(7%) | 17,1921 0.96 | 1 (5%)
7 NAG A 795 1 14,14,15 | 0.53 0 17,19,21 | 0.74 0
7 NAG A 776 1 14,14,15 | 0.60 0 17,19,21 | 0.78 0
7 [NAG| E [ o948 | 1 [141415] 089 | 1 (7%) | 17,1921 096 | 1 (5%)
7 NAG I 908 1 14,14,15 | 0.61 0 17,19,21 | 0.61 0
7 NAG A 886 1 14,14,15 | 0.67 0 17,19,21 | 1.04 | 2 (11%)
7 NAG I 588 1 14,14,15 | 0.62 0 17,1921 | 0.78 0
7 | NAG | P [1000] 6 |141415| 167 | 1(7%) | 17,1921] 1.37 | 1(5%)
7 NAG I 734 1 14,14,15 | 0.62 0 17,19,21 | 0.52 0
7 NAG A 697 1 14,14,15 | 0.65 0 17,19,21 | 0.65 0
7 NAG E 697 1 14,14,15 | 0.65 0 17,19,21 | 0.66 0
7 NAG I 963 1 14,14,15 | 0.75 0 17,19,21 | 0.66 0
7 NAG E 762 1 14,14,15 | 0.63 0 17,19,21 | 0.73 1 (5%)
7 |NAG| N [1000] 6 [14,14,15| 1.66 | 1(7%) | 17,1921 1.38 | 1 (5%)
7 NAG I 697 1 14,14,15 | 0.65 0 17,19,21 | 0.65 0
7 NAG A 741 1 14,14,15 | 0.57 0 17,19,21 | 0.60 0
7 NAG A 789 1 14,14,15 | 0.65 0 17,19,21 | 0.88 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
7 NAG I 776 1 - 2/6/23/26 | 0/1/1/1
7 NAG E 795 1 - 2/6/23/26 | 0/1/1/1
7 NAG A 908 1 - 2/6/23/26 | 0/1/1/1
7 NAG I 894 1 - 4/6/23/26 | 0/1/1/1
7 NAG A 963 1 - 5/6/23/26 | 0/1/1/1
7 NAG I 948 1 - 4/6/23/26 | 0/1/1/1
7 NAG A 894 1 - 4/6/23/26 | 0/1/1/1
7 NAG A 856 1 - 4/6/23/26 | 0/1/1/1
7 NAG E 588 1 1/1/5/7 | 4/6/23/26 | 0/1/1/1
7 NAG E 734 1 - 5/6/23/26 | 0/1/1/1
7 NAG E 789 1 - 4/6/23/26 | 0/1/1/1

Continued on next page...
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Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
7 NAG A 588 1 1/1/5/7 | 4/6/23/26 | 0/1/1/1
7 NAG E 776 1 - 2/6/23/26 | 0/1/1/1
7 NAG E 856 1 - 4/6/23/26 | 0/1/1/1
7 NAG E 908 1 - 2/6/23/26 | 0/1/1/1
7 NAG I 886 1 - 4/6/23/26 | 0/1/1/1
7 NAG E 963 1 - 5/6/23/26 | 0/1/1/1
7 NAG I 762 1 - 6/6/23/26 | 0/1/1/1
7 NAG R 1000 6 - 0/6/23/26 | 0/1/1/1
7 NAG I 789 1 - 4/6/23/26 | 0/1/1/1
7 NAG E 741 1 1/1/5/7 | 4/6/23/26 | 0/1/1/1
7 NAG I 856 1 - 4/6/23/26 | 0/1/1/1
7 NAG I 795 1 - 2/6/23/26 | 0/1/1/1
7 NAG A 734 1 - 5/6/23/26 | 0/1/1/1
7 NAG E 886 1 - 4/6/23/26 | 0/1/1/1
7 NAG E 894 1 - 4/6/23/26 | 0/1/1/1
7 NAG I 741 1 1/1/5/7 | 4/6/23/26 | 0/1/1/1
7 NAG A 762 1 - 6/6/23/26 | 0/1/1/1
7 NAG A 948 1 - 4/6/23/26 | 0/1/1/1
7 NAG A 795 1 - 2/6/23/26 | 0/1/1/1
7 NAG A 776 1 - 2/6/23/26 | 0/1/1/1
7 NAG E 948 1 - 4/6/23/26 | 0/1/1/1
7 NAG I 908 1 - 2/6/23/26 | 0/1/1/1
7 NAG A 886 1 - 4/6/23/26 | 0/1/1/1
7 NAG I 588 1 1/1/5/7 | 4/6/23/26 | 0/1/1/1
7 NAG P 1000 6 - 0/6/23/26 | 0/1/1/1
7 NAG I 734 1 - 5/6/23/26 | 0/1/1/1
7 NAG A 697 1 - 5/6/23/26 | 0/1/1/1
7 NAG E 697 1 - 5/6/23/26 | 0/1/1/1
7 NAG I 963 1 - 5/6/23/26 | 0/1/1/1
7 NAG E 762 1 - 6/6/23/26 | 0/1/1/1
7 NAG N 1000 6 - 0/6/23/26 | 0/1/1/1
7 NAG I 697 1 - 5/6/23/26 | 0/1/1/1
7 NAG A 741 1 1/1/5/7 | 4/6/23/26 | 0/1/1/1
7 NAG A 789 1 - 4/6/23/26 | 0/1/1/1

The worst 5 of 6 bond length outliers are listed below:
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Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
7 P 1000 | NAG | O5-C1 | -5.90 1.34 1.43
7 N 1000 | NAG | O5-C1 | -5.89 1.34 1.43
7 R 1000 | NAG | O5-C1 | -5.87 1.34 1.43
7 I 948 | NAG | C1-C2 | 2.55 1.56 1.52
7 E 948 | NAG | C1-C2 | 2.53 1.56 1.52

The worst 5 of 19 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
7 P 1000 | NAG | C1-05-C5 | -4.73 105.78 112.19
7 N 1000 | NAG | C1-O5-C5 | -4.71 105.81 112.19
7 R 1000 | NAG | C1-O5-C5 | -4.71 105.82 112.19
7 | 886 | NAG | C2-N2-C7 | -2.69 119.08 122.90
7 A 886 | NAG | C2-N2-C7 | -2.66 119.12 122.90

5 of 6 chirality outliers are listed below:

Mol | Chain | Res | Type | Atom
7 A 588 | NAG C1
7 A 741 | NAG C1
7 E 588 | NAG C1
7 E 741 | NAG C1
7 I 588 | NAG C1

5 of 165 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
7 A 588 | NAG | C8-C7-N2-C2
7 A 588 | NAG | O7-C7-N2-C2
7 A 697 | NAG | C1-C2-N2-C7
7 A 697 | NAG | C8-C7-N2-C2
7 A 697 | NAG | O7-C7-N2-C2

There are no ring outliers.

27 monomers are involved in 59 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
7 | 776 | NAG 1 0
7 A 908 | NAG 3 0
7 I 894 | NAG 3 0
7 A 963 | NAG 2 0
7 I 948 | NAG 3 0

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

Mol | Chain | Res | Type | Clashes | Symm-Clashes
7 A 894 | NAG 3 0
7 A 856 | NAG 1 0
7 E 789 | NAG 5 0
7 E 776 | NAG 1 0
7 E 856 | NAG 1 0
7 E 908 | NAG 3 0
7 E 963 | NAG 1 0
7 I 762 | NAG 1 0
7 | 789 | NAG 5 0
7 E 741 | NAG 1 0
7 I 856 | NAG 1 0
7 E 894 | NAG 3 0
7 A 762 | NAG 1 0
7 I 741 | NAG 1 0
7 A 948 | NAG 3 0
7 A 776 | NAG 1 0
7 E 948 | NAG 3 0
7 I 908 | NAG 4 0
7 | 963 | NAG 1 0
7 E 762 | NAG 1 0
7 A 741 | NAG 1 0
7 A 789 | NAG 5 0

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-3086. 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: 64 7 Index: 64


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: 79 Y Index: 68 7 Index: 44

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.


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

Page 29 wwPDB EM Validation Summary Report EMD-3086, 5A7X

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 0.0269.
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

3 Recommended contour
level 0.0269

Voxel count (logl0)

T T T T T T T
—=0.075 —0.050 —-0.025 0.000 0.025 0.050 0.075
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

30000

25000

20000 -+
— \olume
Recommended contour

15000 - level 0.0269

volume (hm?3)

10000 A

5000 -

]

T T T T T T I
—0.075 —-0.050 —0.025 0.000 0.025 0.050 0.075
Contour level

The volume at the recommended contour level is 714 nm?; this corresponds to an approximate
mass of 645 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
17.00 A=

Intensity (logl0)

_3 —
0.000 0.025 0.050 0.075 0.100 0.125 0.150 0.175 0.200
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.059 A1


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

Fourier-Shell Correlation (FSC) is the most commonly used method to estimate the resolution of
single-particle and subtomogram-averaged maps. The shape of the curve depends on the imposed
symmetry, mask and whether or not the two 3D reconstructions used were processed from a
common reference. The reported resolution is shown as a black line. A curve is displayed for the
half-bit criterion in addition to lines showing the 0.143 gold standard cut-off and 0.5 cut-off.

8.1 FSC (D

FSC

1.0 A

0.8

—— Author-provided F5C

5 0561 0143

= -=- 05

U R e e e e ———— = =- Half-bit

Sﬁ Reported resolution
0.4 1 17.00 A=

S N (it b LT T ——

0.0 MAM A

0.000 0. 025 ﬂ05{} 0. 9?5 0. 1':'[]' 0. 125 0. 15[]' Q. 1?5 0. ED{}
spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.059 At


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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8.2 Resolution estimates (i)

Estimation criterion (FSC cut-off)
0.143 | 0.5 Half-bit
Reported by author - - -
Author-provided FSC curve | 17.15 | 24.57 17.54
Unmasked-calculated™ - - -

Resolution estimate (A)

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps.


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-3086 and PDB
model 5A7X. Per-residue inclusion information can be found in section 3 on page 9.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.0269
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

Page 36 wwPDB EM Validation Summary Report EMD-3086, 5A7X

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 (0.0269).


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

Atom inclusion

1.0
o
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Contour level

At the recommended contour level, 76% of all backbone atoms, 74% 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 (0.0269) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score

All 0.7380 . 0.0650

A 0.7520 . 0.0580

B 0.7560 . 0.0730

C 0.7900 = 0.0730 .
D 0.7410 . 0.0650 '
E 0.7530 . 0.0550

F 0.7530 . 0.0730

G 0.7890 . 0.0760

H 0.7420 B 0.0680

I 0.7520 = 0.0570

J 0.7550 = 0.0760

K 0.7890 = 0.0760

L 0.7420 B 0.0650
M 0.6610 . 0.0530 o0
N 0.7160 B 0.0680

O 0.6590 . 0.0520

P 0.7210 = 0.0710

Q 0.6680 . 0.0540

R 0.7180 . 0.0690
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