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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 3.34 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 Y 0 - 4
Ramachandran outliers I 0.0%
Sidechain outliers I 0 D [ 99
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Motric 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%
Mol | Chain | Length Quality of chain
1 A 825 84% 12%
1 C 825 83% 14%
2 B 884 79% 9% 12%
3 D 861 76% 12% 1%
4 E 2 100%
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2 Entry composition (i)

There are 8 unique types of molecules in this entry. The entry contains 24274 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 Glutamate receptor ionotropic, NMDA 1.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 789 6163 3933 1057 1138 35 0 0

Total C N O S
1 C 801 6246 3985 1066 1160 35 0 0

There are 6 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
A 844 ASN ARG | engineered mutation | UNP Q05586
A 845 GLY ARG | engineered mutation | UNP Q05586
A 846 ALA LYS | engineered mutation | UNP Q05586
C 844 ASN ARG | engineered mutation | UNP Q05586
C 845 GLY ARG | engineered mutation | UNP Q05586
C 846 ALA LYS engineered mutation | UNP Q05586

e Molecule 2 is a protein called Glutamate receptor ionotropic, NMDA 2B.

Mol

Chain | Residues

Atoms

AltConf | Trace

2

B

776

Total C
5880 3795 948 1100 37

N O S

0 0

There are 61 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
B -8 TRP - expression tag UNP Q13224
B -7 SER - expression tag UNP Q13224
B -6 HIS - expression tag UNP Q13224
B -5 PRO - expression tag UNP Q13224
B -4 GLN - expression tag UNP Q13224
B -3 PHE - expression tag UNP Q13224
B -2 GLU - expression tag UNP Q13224
B -1 LYS - expression tag UNP Q13224
B 0 GLY - expression tag UNP Q13224

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

Chain | Residue | Modelled | Actual Comment Reference
B 1 GLY - expression tag UNP Q13224
B 2 GLY - expression tag UNP Q13224
B 3 SER - expression tag UNP Q13224
B 4 GLY - expression tag UNP Q13224
B 5 GLY - expression tag UNP Q13224
B 6 GLY - expression tag UNP Q13224
B 7 SER - expression tag UNP Q13224
B 8 GLY - expression tag UNP Q13224
B 9 GLY - expression tag UNP Q13224
B 10 SER - expression tag UNP Q13224
B 11 ALA - expression tag UNP Q13224
B 12 TRP - expression tag UNP Q13224
B 13 SER - expression tag UNP Q13224
B 14 HIS - expression tag UNP Q13224
B 15 PRO - expression tag UNP Q13224
B 16 GLN - expression tag UNP Q13224
B 17 PHE - expression tag UNP Q13224
B 18 GLU - expression tag UNP Q13224
B 19 LYS - expression tag UNP Q13224
B 20 GLY - expression tag UNP Q13224
B 21 ALA - expression tag UNP Q13224
B 22 LEU - expression tag UNP Q13224
B 23 VAL - expression tag UNP Q13224
B 24 PRO - expression tag UNP Q13224
B 25 ARG - expression tag UNP Q13224
B 26 GLY - expression tag UNP Q13224
B 588 SER CYS | engineered mutation | UNP Q13224
B 838 SER CYS | engineered mutation | UNP Q13224
B 849 SER CYS | engineered mutation | UNP Q13224
B 853 GLY - expression tag UNP Q13224
B 854 PRO - expression tag UNP Q13224
B 855 GLY - expression tag UNP Q13224
B 856 SER - expression tag UNP Q13224
B 857 GLY - expression tag UNP Q13224
B 858 ALA - expression tag UNP Q13224
B 859 THR - expression tag UNP Q13224
B 860 ASN - expression tag UNP Q13224
B 861 PHE - expression tag UNP Q13224
B 862 SER - expression tag UNP Q13224
B 863 LEU - expression tag UNP Q13224
B 864 LEU - expression tag UNP Q13224
B 865 LYS - expression tag UNP Q13224

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
B 866 GLN - expression tag UNP Q13224
B 867 ALA - expression tag UNP Q13224
B 868 GLY - expression tag UNP Q13224
B 869 ASP - expression tag UNP Q13224
B 870 VAL - expression tag UNP Q13224
B 871 GLU - expression tag UNP Q13224
B 872 GLU - expression tag UNP Q13224
B 873 ASN - expression tag UNP Q13224
B 874 PRO - expression tag UNP Q13224
B 875 GLY - expression tag UNP Q13224

e Molecule 3 is a protein called Glutamate receptor ionotropic, NMDA 2D.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 b 763 5870 3774 996 1071 29 0 0

There are 8 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
D 881 GLU - expression tag | UNP 015399
D 882 THR - expression tag | UNP 015399
D 883 SER - expression tag | UNP 015399
D 884 GLN - expression tag | UNP 015399
D 885 VAL - expression tag | UNP 015399
D 886 ALA - expression tag | UNP 015399
D 887 PRO - expression tag | UNP 015399
D 888 ALA - expression tag | UNP 015399

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 2 2 16 2 10 0 0

e Molecule 5 is GLYCINE (CCD ID: GLY) (formula: CoH5NO,) (labeled as "Ligand of Inter-
est" by depositor).
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GLY
OXT
CA C/
H.N O
N @)
Mol | Chain | Residues Atoms AltConf
Total C N O
o A 1 5 2 1 2 0
Total C N O
5 C 1 5 5 1 9 0

e Molecule 6 is 2-acetamido-2-deoxy-beta-D-glucopyranose (CCD ID: NAG) (formula:

C8H15NOG).
NAG
06
OH
o1 05 J
HO O _ W e
lc1R) o5
C2(R)  C4(S)
N2 ~._C3(R)
~  YOH
- 04
C7 OH
cs ' OO?‘ 03
Mol | Chain | Residues Atoms AltConf
Total C N O
6 A 1 14 8 1 5 0

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

Mol | Chain | Residues Atoms AltConf
KRNI
IR I
IR I

e Molecule 7 is GLUTAMIC ACID (CCD ID: GLU) (formula: CsHgNOy,) (labeled as "Ligand
of Interest" by depositor).

GLU
OE1
O
e OHee?
© CB )
O -
\\ CA[S)/
_,-'::"‘c
HO NH,
OXT N
Mol | Chain | Residues Atoms AltConf
Total C N O
7 B 1 10 5 1 4 0
Total C N O
7 D I 10 5 1 4 0

e Molecule 8 is water.

Mol | Chain | Residues Atoms AltConf

Total O
8 B 1 1 1 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. Residues

are color-coded according to the number of geometric quality criteria for which they contain at
least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more

consecutive residues without any outlier are shown as a green connector. Residues present in the

sample, but not in the model, are shown in grey.

e Molecule 1: Glutamate receptor ionotropic, NMDA 1

12%

84%

Chain A:

€¥1d
0%TL
8€TT
YETH
€ETI
CETS
8CTA
SCTH
6111
9TTI
€174
0TTL

90Td

TOTH
161
884

{4231

€0
OLN
79s
091
[4st:|

67V
8vh

9ey
SEL
ves

ey
0€d

LTA

8EEN

0EEA

8C€eSs

Tzed

STEM

(4348
TIEN

80€D
90€Y
S0ed
voed

TOEI
00EN

862)

062b

182A

892D

S92
v9ca

vSeI
poistacs
{4t
fqacs

91CV
S12d

voch

T0ZL

86TQ

ze1d

1814

TLIH
0L1a

9%TH

285y
815K
LSSd
1981
6ESL
S0ST
87
S.vd
Ei28
€570
vva
9€VD
EEVA
S6ES
z8ed
TLEH
S9€D
€9ed
95€T
ovex

oved

T€8I

8¢8I

918A

€18

8081

€924

9%LT

9€LT

ceLa

80.L)

70,4

059N

e Molecule 1: Glutamate receptor ionotropic, NMDA 1

14%

83%

Chain C:

9YTH

€¥1d
cvid

6ETY
8€ETT

SETT

0€Ta

iZ4xS

6111
8TTA

STTY

[425)]

907d
SOTL

€0TL

66N

161

S6d

LS4

SEEL

€EED
ceea

(4458

STEM

TIEN

L0€D

20EL

6921
892D

99C1

792a
€92d

0924

¥SCI

1524

(7418
8%CT

veey

02eI
61CI

S0TL

8610

v6TA

7811

6.L74

LLTD

S9T1

€911

8STA
LSTA

25§14

8¥1S

08571
€9SM
GSSH
€570
TSvA
0¥¥N
9€VD

LTYN

SThL

(51529

174529

T6ER

08€I
6LET

v.iled

S9€D

65€Y

LSED

GSEN

TSER

8¥€d

9%€d

vved
£vea

TvEN

8EEN
LEEY

€€81

T€81
0€81

0184

86.LD

e Molecule 2: Glutamate receptor ionotropic, NMDA 2B

96.L0
TLLN

8¥.LL
LvLA

EVLA
8CTLY
oL
v0L4

TOLL

€694
T894
€994
LEQY
629V

2091
T09T

12%

9%

79%

Chain B:

SETV

443!
€CTI

2¢o1a
T01d

761

881

98D

6EA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-46526, 9D37

Full wwPDB EM Validation Report

Page 9

67€T

(47458

C1es

80€T

6621

€62A

182Kk

[4:10%

08ZA

8.TI

85CA
LSCI

(AN

6ETA

SE€TH

€ETL

TeCh
0€TT

8¢CI
praan

€2TT

812N

vies

{44

06TI

98TI

LL1d
9LT4

€LTL

0971
6STN

914
EVTL
(47451

PRASKS

€LSV

8951

T9SH

LS8Sa

9TSN

0871

8LY%1
L1

€LV
CTLYA

8G¥

()42

EEVL

¥Zvd
£€eva

(1578

06€A
68€X

¥8eT

T.Led

8CTLY

STLA

€CLL

0TLs

€894

6.9d
898

6993
8990

STON

Y09

TO9L

66SS

6LSK

tropic, NMDA 2D

10no

Glutamate receptor

e Molecule 3

11%

12%

76%

Chain D

€970
2911
1914
SSTX
0STT
(47498

vC1d

{4948

0oz1a
611

9TTA
STIA

(4378

96d
S6a

98d
S84
78A

0Ld
691

G891
ey
€9A
TSN

61€Y
91€T
€T€Y
cTeEM

T1€D
0TEY

9.2

€92V

052y

6¥Cv

8¥%20

E€¥CI

1574

LETY

1ze1

(4148

86TY
LBTH

761V

06TA

88TA

70Sa

6671
8671

€974
LS%d
8EVH
LEVT
9EVL
eV
S2hd

eecvd
144t

(515728

STPT

1191

907D

2covd

€6EL

88EA

78EN

95€Y

vsel
€5eY

8¥%€0

vveT

€890
299M
L¥9A

LEOM
9€9T

veom

1294

€091

TO9A

L6SA

T6SA

685N
885N

983M
G8SA

283S

6.94

9.8V

1954

095D

G0ST

8T8

v18d

98LL

€8LA

8LLI

YLLA
€LLD

TLLE

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

69.LY

STLN

904d

*

6690

9694
$S69d

e Molecule 4

opyranose

€691

100%

Chain E

O

R LDWIDE
PROTEIN DATA BANK

W



Page 10

Full wwPDB EM Validation Report

EMD-46526, 9D37

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 143193 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~ /A”) 63.3 Depositor
Minimum defocus (nm) 1000 Depositor
Maximum defocus (nm) 2400 Depositor
Magnification Not provided

Image detector GATAN K3 BIOQUANTUM (6k x 4k) 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 | oy 71 S5 | RMSZ | (2] >5
1 A 0.24 0/6301 0.47 0/8547
1 C 0.24 0/6388 0.47 0/8672
2 B 0.24 0/6007 0.44 0/8168
3 D 0.24 0/6008 0.47 0/8179
All All 0.24 | 0/24704 | 0.46 | 0/33566

There are no bond length outliers.
There are no bond angle outliers.
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 6163 0 6100 56 0
1 C 6246 0 6162 62 0
2 B 5880 0 5685 42 0
3 D 5870 0 5771 61 0
4 E 28 0 25 0 0
5 A d 0 2 1 0
) C D 0 2 0 0
6 A 14 0 13 0 0
6 B 14 0 13 0 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
6 C 14 0 13 0 0
6 D 14 0 13 1 0
7 B 10 0 ) 0 0
7 D 10 0 5 0 0
8 B 1 0 0 0 0
All All 24274 0 23809 215 0

EMD-46526, 9D37

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 4.

All (215) 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:C:254:1LE:HD11 1:C:268:GLY:HA3 1.70 0.74
1:A:831:ILE:HG21 3:D:603:ILE:HD11 1.70 0.72
1:A:298:LYS:HB2 1:A:301:ILE:HD11 1.76 0.68
2:B:299:ILE:HG23 | 2:B:342:VAL:HG21 1.75 0.68
1:C:307:GLY:O 1:C:311:ASN:ND2 2.28 0.67
3:D:122:ARG:HH22 | 3:D:312: TRP:HH2 1.44 0.66
1:A:828:ILE:HA 1:A:831:ILE:HD12 1.77 0.66
1:C:365:GLY:HA2 1:C:374:PRO:HD2 1.77 0.66
1:A:70:ASN:ND2 1:A:73:GLN:OE1 2.29 0.65
1:C:148:SER:HB3 1:C:179:ARG:HD2 1.78 0.64
2:B:227.1LE:HG22 2:B:255: THR:HB 1.80 0.64
3:D:344:LEU:HG | 3:D:356:ARG:HH21 1.63 0.64
1:C:796:GLN:NE2 1:C:798:CYS:O 2.31 0.63
3:D:212:LEU:O 3:D:457:ARG:NH1 2.32 0.63
3:D:155:LYS:NZ 3:D:161:PHE:O 2.33 0.62
1:C:124:ARG:NH2 1:C:251:GLU:OE1 2.33 0.60
3:D:194:ALA:H 3:D:197:HIS:HD2 1.48 0.60
2:B:101:ASP:0OD1 2:B:102:ASP:N 2.35 0.60
1:C:68:LYS:HG2 1:C:73:GLN:HB2 1.84 0.59
1:A:119:LEU:HD23 | 1:A:138:LEU:HB2 1.84 0.59
3:D:69:LEU:HD11 | 3:D:316:LEU:HD21 1.83 0.58
2:B:214:SER:O 2:B:218:ASN:ND2 2.34 0.58
1:C:335:THR:OG1 | 1:C:337:ARG:NH1 2.34 0.58
1:A:290:GLN:NE2 1:A:328:SER:OG 2.36 0.58
2:B:573:ALA:HA 2:B:577:PHE:HD2 1.68 0.58
2:B:88:LEU:HB3 2:B:94:1ILE:HD11 1.86 0.58
1:A:578:TYR:OH 1:A:582:ARG:NH1 2.37 0.57
1:C:637:ALA:HB3 3:D:637: TRP:HH2 1.70 0.57

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:192:GLU:HG3 1:A:216:ALA:HB2 1.87 0.57
2:B:599:SER:O 2:B:604:LYS:NZ 2.29 0.57
1:A:505:LEU:O 1:A:763:ARG:NH1 2.37 0.57
3:D:311:GLY:O 3:D:319:ARG:NH2 2.38 0.57
1:C:112:GLY:O 1:C:115:ARG:NH1 2.38 0.57
1:A:732:ASP:0OD2 5:A:901:GLY:N 2.38 0.56
1:C:696:GLN:HB2 | 1:C:699:LEU:HD11 1.88 0.56
2:B:419:VAL:HG21 | 2:B:480:LEU:HD21 1.87 0.56
3:D:705:TYR:CD1 | 3:D:706:PRO:HD3 2.40 0.56
1:A:264:ASP:HA 1:A:356:LEU:HD22 1.87 0.56
1:A:48:GLN:HG3 1:A:52:ARG:HD3 1.87 0.56
1:C:142:PRO:HD3 1:C:346:ARG:HB3 1.87 0.56
1:A:338:VAL:HG13 | 1:A:346:ARG:HD3 1.87 0.56
1:C:263:PRO:HD2 1:C:266:1LE:HD11 1.88 0.55
3:D:384:ASN:OD1 3:D:406:GLN:NE2 2.39 0.55
1:C:663:ARG:HH21 | 1:C:747:VAL:HG21 1.71 0.55
1:A:170:ASP:OD1 1:A:171:HIS:N 2.36 0.55
1:A:253:GLU:N 1:A:253:GLU:OE1 2.40 0.55
1:C:28:ASN:OD1 1:C:61:ASN:ND2 2.39 0.55
1:C:220:ILE:HG12 1:C:248:.LEU:HB2 1.89 0.55
2:B:173:THR:HG23 | 2:B:231:TYR:HB3 1.90 0.54
3:D:142:VAL:HG22 | 3:D:162:LEU:HB2 1.89 0.54
1:A:305:PRO:HB3 1:A:311:ASN:HB2 1.89 0.53
3:D:693:LEU:O 3:D:699:GLN:NE2 2.41 0.53
1:A:101:HIS:HD2 1:A:125:MET:HG3 1.74 0.53
1:C:73:GLN:OE1 1:C:73:GLN:N 2.42 0.53
1:C:165:LEU:HD21 | 1:C:194:VAL:HG22 1.91 0.53
3:D:119:ASP:0OD1 3:D:120:ASP:N 2.42 0.53
3:D:695:ASP:0OD1 3:D:696:ARG:N 2.42 0.53
1:A:132:SER:HB2 2:B:177:PRO:HB3 1.91 0.53
3:D:150:LEU:O 3:D:163:GLN:NE2 2.41 0.52
3:D:579:GLU:O 3:D:581:TYR:N 2.40 0.52
1:A:140: THR:HG22 1:A:340:PHE:HZ 1.74 0.52
1:C:264:ASP:OD1 1:C:359:ARG:NH2 2.42 0.52
3:D:188:VAL:HG23 | 3:D:241:ALA:HB3 1.91 0.52
1:C:343:ASP:OD1 1:C:344:GLY:N 2.36 0.52
2:B:135:ALA:HB2 2:B:177:PRO:HB2 1.91 0.52
2:B:678:SER:HB2 2:B:679:PRO:HD2 1.91 0.52
1:A:363:GLN:NE2 1:A:365:GLY:O 2.44 0.52
3:D:194:ALA:H 3:D:197:HIS:CD2 2.26 0.51
3:D:636:LEU:O 3:D:662: TRP:NE1 2.41 0.51

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:B:235:GLU:OE1 2:B:235:GLU:N 2.43 0.51
1:C:205:THR:HG22 | 1:C:234:ALA:HBI1 1.93 0.51
3:D:248:CYS:SG 3:D:249:ALA:N 2.84 0.51
3:D:188:VAL:N 3:D:243:ILE:O 2.44 0.51
1:A:125:-MET:HB2 | 1:A:128:TYR:HE1 1.77 0.50
1:C:332:ASP:0OD1 1:C:333:GLY:N 2.44 0.50
3:D:250:ARG:NH1 3:D:276:GLY:O 2.44 0.50
1:C:59:GLN:O 1:C:61:ASN:ND2 2.45 0.50
2:B:123:1ILE:HG23 2:B:143:PHE:HD2 1.77 0.50
1:C:97:THR:OG1 1:C:99:ASN:OD1 2.27 0.50
2:B:299:ILE:HD11 | 2:B:349:LEU:HD22 1.94 0.49
1:C:49:ALA:HA 1:C:52:ARG:HD2 1.94 0.49
1:C:33:LEU:HD12 1:C:39:GLU:HG2 1.94 0.49
1:A:30:GLY:HA3 1:A:82:LEU:HD11 1.95 0.49
1:C:138:LEU:HA 1:C:344:GLY:HA3 1.93 0.49
1:A:49:ALA:HA 1:A:52:ARG:HB2 1.94 0.49
1:C:355:ASN:HD21 | 1:C:379:ILE:HG23 1.78 0.49
1:C:135:LEU:O 1:C:322:LYS:NZ 2.46 0.49
1:C:681: TYR:HB3 1:C:728:ALA:HB3 1.94 0.49
3:D:437.LEU:HG 3:D:438:GLU:H 1.78 0.48
1:A:105:-THR:HG22 | 1:A:106:PRO:HD3 1.94 0.48
3:D:771:GLU:OE1 3:D:771:GLU:N 2.47 0.48
2:B:477:ASP:OD1 2:B:477:ASP:N 2.47 0.48
1:A:557:PRO:HB3 | 1:A:650:ASN:HD22 1.79 0.47
1:A:152:PHE:HE1 | 1:A:187:ARG:HH11 1.62 0.47
2:B:577:PHE:HA 1:C:831:ILE:HD11 1.96 0.47
1:C:163:ILE:HD12 1:C:220:1ILE:HD12 1.96 0.47
3:D:237:ARG:HH22 | 3:D:263:ALA:HB1 1.78 0.47
1:C:341:ASN:ND2 1:C:343:ASP:H 2.12 0.47
3:D:55:LEU:HD13 3:D:116:VAL:HB 1.95 0.47
2:B:723: THR:HG21 | 2:B:725:LYS:HE3 1.97 0.47
2:B:601: THR:HG22 | 2:B:604:LYS:HE2 1.96 0.47
1:C:436:CYS:O 1:C:453:GLN:N 2.45 0.47
3:D:463:ARG:NH2 | 3:D:504:ASP:0D2 2.47 0.47
3:D:560:GLY:HA3 | 3:D:783:VAL:HG13 1.97 0.47
3:D:310:ALA:H 3:D:388:VAL:HG22 1.79 0.47
2:B:124:LEU:HD22 | 2:B:144:PHE:HB2 1.97 0.47
1:C:105: THR:HB 1:C:106:PRO:HD3 1.97 0.46
1:C:157:VAL:HG23 | 1:C:158:TYR:HD1 1.81 0.46
3:D:582:SER:HB3 | 3:D:585:VAL:HG23 1.97 0.46
2:B:389:TYR:HD2 | 2:B:390:VAL:HG23 1.81 0.46

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:B:433:THR:HG22 | 2:B:458:LYS:HB3 1.97 0.46
1:C:357:GLN:HG2 1:C:380:1LE:HG22 1.98 0.46
1:C:152:PHE:HE2 1:C:184:LEU:HA 1.81 0.45
1:A:27:-VAL:HG22 1:A:88:TYR:HE2 1.81 0.45
1:A:198:ASP:O 1:A:201:THR:OG1 2.32 0.45
3:D:124:PRO:HB3 | 3:D:150:LEU:HD13 1.99 0.45
3:D:498: THR:HG23 | 3:D:499:1LE:HG13 1.98 0.45
1:A:140: THR:HG22 1:A:340:PHE:CZ 2.52 0.45
1:A:225:GLU:HB3 1:A:252:ARG:HB3 1.98 0.45
1:C:701: THR:OG1 1:C:704:ARG:NH2 2.50 0.45
1:A:287:VAL:HG12 | 1:A:330:TYR:HBS3 1.99 0.45
1:C:338:VAL:HG22 | 1:C:346:ARG:HH12 1.81 0.45
1:C:130:ASP:OD1 1:C:130:ASP:N 2.50 0.45
1:C:355:ASN:ND2 1:C:379:.1LE:HG23 2.31 0.45
1:C:414:THR:OG1 1:C:419:THR:O 2.33 0.45
1:C:90:ILE:HB 1:C:118:VAL:HG23 1.99 0.44
3:D:504:ASP:N 3:D:504:ASP:OD1 2.50 0.44
3:D:586: TRP:HA 3:D:589:MET:HB2 1.98 0.44
3:D:634:TRP:CD1 | 3:D:647:VAL:HG12 2.52 0.44
1:C:219:ILE:HD12 1:C:219:ILE:H 1.83 0.44
1:A:704:ARG:O 1:A:708:LYS:NZ 2.51 0.44
3:D:54:ALA:HB3 3:D:115:VAL:HG22 1.98 0.44
1:A:254:1LE:HD13 1:A:268:GLY:HA3 1.99 0.44
1:C:269:LEU:HD12 | 1:C:351:TYR:HB3 2.00 0.44
3:D:814:ASP:0O 3:D:818:MET:HG2 2.18 0.44
1:A:143:PRO:HD2 1:A:146:HIS:CD2 2.52 0.44
1:A:436:CYS:O 1:A:453:GLN:N 2.50 0.44
1:C:337:ARG:HD2 1:C:348:PHE:HB2 1.99 0.44
1:A:541:LEU:HD21 | 1:A:746:LEU:HD13 2.00 0.44
1:A:79:CYS:0O 1:A:308:CYS:HB2 2.18 0.43
1:A:371:HIS:O 1:A:371:HIS:ND1 2.50 0.43
1:A:808:LEU:HD21 | 1:A:813:MET:HG3 2.00 0.43
3:D:769:LYS:HE3 3:D:769:LYS:HB3 1.90 0.43
1:C:198:ASP:OD1 1:C:198:ASP:N 2.50 0.43
1:C:555:MET:HG2 1:C:563: TRP:CZ3 2.53 0.43
3:D:70:GLY:HA2 3:D:86:PRO:HB2 1.99 0.43
1:A:133:ILE:HG23 1:A:134:HIS:ND1 2.33 0.43
1:A:813:MET:O 1:A:816:VAL:HG12 2.18 0.43
2:B:683:PHE:HB3 2:B:728:ALA:HB3 2.01 0.43
1:C:425:THR:HG23 1:C:427:ASN:H 1.84 0.43
1:A:31:ALA:HBI1 1:A:91:LEU:HB2 2.00 0.43

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:831:ILE:HD13 | 3:D:603:ILE:HG12 2.00 0.43
2:B:668:ASP:0OD1 2:B:669:LYS:N 2.52 0.43
1:A:116:ILE:HD11 1:A:304:PRO:HB3 2.02 0.42
1:C:693:PHE:HD1 | 1:C:699:LEU:HD13 1.84 0.42
1:C:830:LEU:HD13 | 1:C:833:ILE:HD11 2.00 0.42
3:D:597:VAL:HG12 | 3:D:636:LEU:HD12 2.01 0.42
1:A:265:GLY:HA3 1:A:382:PRO:HG3 1.99 0.42
1:A:481:ASP:N 1:A:481:ASP:0OD1 2.50 0.42
2:B:186:ILE:O 2:B:190:ILE:HG12 2.18 0.42
2:B:257:1ILE:HG12 2:B:278:ILE:HG23 2.01 0.42
1:C:580:LEU:HD23 1:C:629:ALA:HA 2.00 0.42
1:C:94:HIS:ND1 1:C:95:PRO:O 2.52 0.42
3:D:54:ALA:HB2 3:D:112:VAL:HG21 2.01 0.42
3:D:155:LYS:HB3 3:D:155:LYS:HE2 1.80 0.42
3:D:188:VAL:HG12 | 3:D:190:VAL:HG13 2.00 0.42
3:D:567:ARG:NH2 3:D:773:CYS:O 2.43 0.42
1:A:79:CYS:HB3 1:A:110: THR:HG21 2.02 0.42
2:B:230:LEU:HB3 | 2:B:258:VAL:HG12 2.02 0.42
3:D:52:ASN:OD1 3:D:53:VAL:N 2.52 0.42
3:D:313:ARG:O 3:D:319:ARG:NH2 2.52 0.42
1:A:300:ASN:O 1:A:300:ASN:ND2 2.53 0.42
2:B:223:LEU:HD13 | 2:B:228:ILE:HG12 2.02 0.42
2:B:308:LEU:HD12 2:B:312:SER:HA 1.99 0.42
1:C:440:ASN:HD22 | 1:C:451:VAL:HG11 1.84 0.42
1:C:722:ARG:NH1 1:C:743:LYS:HD2 2.34 0.42
1:C:139:ARG:HH21 | 1:C:143:PRO:HG3 1.85 0.42
3:D:84:VAL:HG22 3:D:86:PRO:HD3 2.01 0.42
3:D:715:ASN:HD22 | 6:D:902:NAG:H83 1.83 0.42
1:A:539:THR:HG23 | 1:A:736:LEU:HD12 2.02 0.42
3:D:95:ASP:HA 3:D:96:PRO:HD3 1.92 0.42
3:D:505:LEU:H 3:D:505:LEU:HD12 1.84 0.42
3:D:601:VAL:HG22 | 3:D:627:PHE:HD1 1.85 0.41
2:B:160:ILE:HG22 | 2:B:384:LEU:HD21 2.01 0.41
2:B:478:LEU:HD12 2:B:478:LEU:H 1.84 0.41
1:A:31:ALA:O 1:A:64:SER:HA 2.21 0.41
1:A:34:SER:OG 1:A:35:THR:N 2.54 0.41
1:C:771:ASN:OD1 1:C:771:ASN:N 2.53 0.41
3:D:421:ARG:HG3 | 3:D:422:PHE:HD1 1.85 0.41
3:D:783:VAL:HG12 | 3:D:786:THR:HG22 2.02 0.41
2:B:516:ASN:OD1 2:B:516:ASN:N 2.53 0.41
3:D:198:ARG:H 3:D:198:ARG:HD2 1.84 0.41

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:B:389:TYR:CD2 | 2:B:390:VAL:HG23 2.56 0.41
3:D:419:TYR:HB3 | 3:D:425:PRO:HG3 2.03 0.41
2:B:720:SER:HB3 2:B:725:LYS:HB2 2.03 0.41
1:C:177:GLN:NE2 | 1:C:194:VAL:HG11 2.36 0.41
1:A:441:ASP:N 1:A:441:ASP:OD1 2.53 0.41
2:B:176:PHE:CG 2:B:177:PRO:HD2 2.55 0.41
2:B:440:1ILE:HD12 2:B:440:1ILE:HA 1.87 0.41
2:B:472:VAL:C 2:B:473:LYS:HG2 2.42 0.41
2:B:557:ASP:0OD2 1:C:810:PHE:HB2 2.21 0.41
1:C:143:PRO:HD2 1:C:146:HIS:ND1 2.36 0.41
3:D:402:GLY:HA3 | 3:D:411:LEU:HD13 2.02 0.41
3:D:576:ALA:HA 3:D:579:GLU:HB3 2.03 0.41
1:C:249:VAL:O 1:C:268:GLY:HA2 2.21 0.41
1:A:254:1LE:HG21 1:A:268:GLY:HA3 2.03 0.40
1:A:433:LYS:HG2 1:A:456:TYR:HB3 2.02 0.40
2:B:39:VAL:HG11 | 2:B:293:VAL:HG13 2.02 0.40
2:B:423:ASP:HA 2:B:424:PRO:HD3 1.94 0.40
2:B:568:ILE:HD13 2:B:568:ILE:HA 1.97 0.40
3:D:588:MET:O 3:D:591:VAL:HG22 2.21 0.40
3:D:778:ILE:HD13 3:D:778:ILE:HA 1.96 0.40
1:A:27:VAL:O 1:A:60:LEU:HA 2.20 0.40
2:B:123:ILE:HG23 2:B:143:PHE:CD2 2.56 0.40
1:A:215:GLU:OE2 1:A:395:SER:N 2.55 0.40

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
1 A 783/825 (95%) 735 (94%) | 48 (6%)
1 C 797/825 (97%) 748 (94%) | 49 (6%) 0 100

Percentiles

I e |

100

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 B 768/884 (87%) 730 (95%) | 37 (5%) 1 (0%) 48 176
3 D 753/861 (88%) 716 (95%) | 37 (5%) 0 100 I 100
All All 3101/3395 (91%) | 2929 (94%) | 171 (6%) | 1 (0%) 100 I 100

All (1) Ramachandran outliers are listed below:

Mol

Chain

Res | Type

2

B

615 ASN

5.3.2 Protein sidechains (i)

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 666,710 (94%) 655 (98%) 11 (2%) 56 75
1 C 675/710 (95%) 662 (98%) 13 (2%) 52 T2
2 B 618/760 (81%) 606 (98%) 12 (2%) 52 T2
3 D 615/701 (88%) 602 (98%) 13 (2%) 48 70
All All 2574/2881 (89%) | 2525 (98%) | 49 (2%) 52 T2

All (49) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 36 ARG
1 A 79 CYS
1 A 105 THR
1 A 113 PHE
1 A 152 PHE
1 A 204 VAL
1 A 306 ARG
1 A 312 THR
1 A 315 TRP
1 A 321 PHE
1 A 475 GLU

Continued on next page...
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Mol | Chain | Res | Type
2 B 86 CYS
2 B 142 MET
2 B 159 ASN
2 B 202 VAL
2 B 233 THR
2 B 239 TYR
2 B 280 VAL
2 B 282 TYR
2 B 287 TYR
2 B 371 ARG
2 B 561 MET
2 B 579 TYR
1 C 57 LYS
1 C 79 CYS
1 C 103 THR
1 C 119 LEU
1 C 260 ARG
1 C 302 THR
1 C 315 TRP
1 C 392 TYR
1 C 601 LEU
1 C 602 THR
1 C 696 GLN
1 C 699 LEU
1 C 748 THR
3 D 85 ARG
3 D 221 LEU
3 D 348 CYS
3 D 353 ARG
3 D 354 THR
3 D 393 THR
3 D 415 LEU
3 D 432 LEU
3 D 436 THR
3 D 581 TYR
3 D 683 GLN
3 D 705 TYR
3 D 774 LYS

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (3) such
sidechains are listed below:
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Mol | Chain | Res | Type
1 A 290 GLN
1 C 70 ASN
3 D 197 HIS

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)

2 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).

. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | " RMS7 | #(2] > 2| Counts | RMSZ | #]Z] > 2
1 | NAG| E 1T | 14 | 14,14,15] 027 0 17,1921 | 0.44 0
1 | NAG| E 4 | 14,14,15 | 0.36 0 17,1921 | 0.56 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
4 NAG E 1 1,4 - 2/6/23/26 | 0/1/1/1
4 NAG E 2 4 - 4/6/23/26 | 0/1/1/1
There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.
gPDB



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

Page 21

Full wwPDB EM Validation Report

EMD-46526, 9D37

All (6) torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
4 E 2 | NAG | 05-C5-C6-06
4 E 2 | NAG | C4-C5-C6-06
4 E 1 NAG | C4-C5-C6-06
4 E 1 NAG | O5-C5-C6-06
4 E 2 | NAG | C3-C2-N2-C7
4 E 2 | NAG | C1-C2-N2-C7

There are no ring outliers.

No monomer is involved in short contacts.

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for oligosaccharide.

Oligosaccharide Chain E

Bond angles

Torsions

o=
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5.6 Ligand geometry (i)

8 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 | oo RMSZg #|Z| > 2 | Counts RMSZg 4| Z] > 2
5 GLY C 901 - 4,44 1.17 1 (25%) 3,44 1.68 2 (66%)
6 NAG C 902 1 14,14,15 | 0.19 0 17,19,21 0.44 0
7 GLU B 901 - 8,9,9 1.12 1 (12%) | 8,11,11 1.21 1 (12%)
6 NAG D 902 3 14,14,15 | 0.25 0 17,1921 | 0.46 0
6 NAG B 902 2 14,14,15 | 0.21 0 17,1921 | 0.62 0
6 NAG A 902 1 14,14,15 | 0.43 0 17,19,21 0.37 0
7 | GLu| D |01 | - 899 | 111 [ 1(12%) | 811,11 | 123 | 1 (12%)
5 | GLY A ool | - 4,44 118 | 1(25%) | 344 | 1.67 | 1(33%)

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 | GLY | C |90l | - - 0/2/2/2 -
6 | NAG| C |02 1 ] 2/6/23/26 | 0/1/1/1
7 | GLU | B |90l | - - 1/9/9/9 -
6 | NAG| D |902] 3 - 3/6/23/26 | 0/1/1/1
6 | NAG| B | 902]| 2 - 2/6/23/26 | 0/1/1/1
6 | NAG| A |902]| 1 - 4/6/23/26 | 0/1/1/1
7 GLU D 901 - - 2/9/9/9 -
5 | GLY | A | 901 | - - 0/2/2/2 .

All (4) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
7 B 901 | GLU | OXT-C | -2.33 1.23 1.30
7 D 901 | GLU | OXT-C | -2.29 1.23 1.30

Continued on next page...
grDRe
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Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
) A 901 | GLY | OXT-C | -2.25 1.23 1.30
) C 901 | GLY | OXT-C | -2.23 1.23 1.30
All (5) bond angle outliers are listed below:
Mol | Chain | Res | Type | Atoms Observed(°) | Ideal(?)
7 D 901 | GLU | OXT-C-O |-2.79 117.75 124.08
7 B 901 | GLU | OXT-C-O |-2.71 117.94 124.08
) A 901 | GLY | OXT-C-O | -2.07 118.00 123.33
) C 901 | GLY | OXT-C-O |-2.04 118.09 123.33
) C 901 | GLY | OXT-C-CA | 2.03 121.45 113.38
There are no chirality outliers.
All (14) torsion outliers are listed below:
Mol | Chain | Res | Type Atoms
6 A 902 | NAG | C4-C5-C6-06
6 C 902 | NAG | 05-C5-C6-06
6 C 902 | NAG | C4-C5-C6-06
6 A 902 | NAG | 0O5-C5-C6-06
6 A 902 | NAG | (C8-C7-N2-C2
6 A 902 | NAG | O7-C7-N2-C2
6 D 902 | NAG | C8-C7-N2-C2
6 D 902 | NAG | O7-C7-N2-C2
6 D 902 | NAG | 05-C5-C6-06
6 B 902 | NAG | (C3-C2-N2-C7
7 D 901 | GLU O-C-CA-CB
7 D 901 | GLU | OXT-C-CA-CB
6 B 902 | NAG | C1-C2-N2-C7
7 B 901 | GLU | OXT-C-CA-N

There are no ring outliers.

2 monomers are involved in 2 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
6 D 902 | NAG 1 0
5 A 901 | GLY 1 0

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

bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest.

In

addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
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also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.

Ligand GLY C 901

Bond lengths Bond angles

Torsions Rings
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Ligand GLU B 901

Bond angles

Torsions

Rings

Ligand GLU D 901

Bond lengths

Bond angles

Torsions

Rings

EMD-46526, 9D37
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Ligand GLY A 901

Bond lengths

Bond angles

Torsions

Rings

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-46526. 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)

This section was not generated.

6.2 Central slices (i)

This section was not generated.

6.3 Largest variance slices (i)

This section was not generated.

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

This section was not generated.

6.5 Orthogonal surface views (i)

This section was not generated.

6.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.


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

This section was not generated.

7.2 Volume estimate versus contour level (i)

This section was not generated.

7.3 Rotationally averaged power spectrum (i)

This section was not generated. The rotationally averaged power spectrum had issues being dis-
played.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
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 was not generated.


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