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

We welcome your comments at validation@mail. wwpdb.org

A user guide is available at

https:/ /www.wwpdb.org/validation/2017/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
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : NOT EXECUTED
MapQ : FAILED
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#references
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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 3.80 A.

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

Metric Percentile Ranks Value
Clashscore T [
Ramachandran outliers I 0
Sidechain outliers I | 0.3%
Worse Better

0 Percentile relative to all structures

I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 229148 23984
Ramachandran outliers 224038 23583
Sidechain outliers 223484 23102

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 478 78% 9%  13%
1 B 478 79% 8% | 13%
1 C 478 79% 8% | 13%
1 D 478 78% 9% | 13%
1 E 478 80% 8% | 13%
1 F 478 79% 8% | 13%
1 G 478 78% 9% | 13%
1 H 478 79% 9% | 13%
1 | 478 79% 8%  13%

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

Mol | Chain | Length Quality of chain
1 J 478 79% 8% | 13%
1 K 478 79% 8% | 13%
1 L 478 80% 8% | 13%
1 M 478 78% 9% | 13%
1 N 478 78% 9% | 13%
1 O 478 79% 8% | 13%
1 P 478 78% 9% | 13%
1 Q 478 79% 8%  13%
1 R 478 79% 8% | 13%
1 S 478 79% 8% | 13%
1 T 478 78% 9% | 13%
1 U 478 79% 9% | 13%
1 a 478 79% 8% | 13%
1 b 478 78% 0% | 13%
1 c 478 79% 8%  13%
1 d 478 78% 9% | 13%
1 e 478 79% 9% | 13%
1 f 478 78% 9% | 13%
1 g 478 78% 9% | 13%
1 h 478 78% 9% | 13%
1 i 478 79% 8% | 13%
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 99420 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 Lipoprotein lipase.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 417 3314 2114 568 614 18 0 0

Total C N O S
1 B 417 3314 2114 568 614 18 0 0

Total C N O S
1 C 417 3314 2114 568 614 18 0 0

Total C N O S
1 D 417 3314 2114 568 614 18 0 0

Total C N O S
1 2 47 3314 2114 568 614 18 0 0

Total C N O S
1 K 47 3314 2114 568 614 18 0 0

Total C N O S
1 G 47 3314 2114 568 614 18 0 0

Total C N O S
1 H 47 3314 2114 568 614 18 0 0

Total C N O S
1 I 417 3314 2114 568 614 18 0 0

Total C N O S
1 J 417 3314 2114 568 614 18 0 0

Total C N O S
1 K 417 3314 2114 568 614 18 0 0

Total C N O S
1 L 417 3314 2114 568 614 18 0 0

Total C N O S
1 M 417 3314 2114 568 614 18 0 0

Total C N O S
1 N 417 3314 2114 568 614 18 0 0

Total C N O S
1 0 417 3314 2114 568 614 18 0 0

Total C N O S
1 P 417 3314 2114 568 614 18 0 0

Total C N O S
1 Q 417 3314 2114 568 614 18 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1 R AT ggtﬂl 21C14 51(\318 6(1)4 1S8 0 0
1 S AT ggﬁl 21C14 51(\518 6(1)4 1S8 0 0
1 T AT 13“?111 21C14 5128 6(1)4 188 0 0
! v AT 132;11 21C14 51;518 6(1)4 188 0 0
1 a AT 13“?111 21C14 5128 6(1)4 188 0 0
1 b AT 13“?111 21014 5128 6(1)4 188 0 0
! ¢ T rl:;gﬁl 21014 5128 6(1)4 188 0 0
1 d AT ggtlil 21(314 51(\318 6(1)4 188 0 0
1 ¢ AT ggtlil 21(314 5128 6(1)4 188 0 0
1 f AT ggﬁl 21C14 5128 6(1)4 188 0 0
1 & AT ggﬁl 21014 5128 6(1)4 188 0 0
1 h AT ggtlil 21014 51(\;8 6(1)4 188 0 0
1 : AT ggﬁl 21014 5128 6(1)4 188 0 0
gPrDE
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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: Lipoprotein lipase

Chain A: 78% 9% 13%

bl 2] «© ] © o o o o © )] < — N~ N~ © [ © [ © o
8-a-ﬁ-g-g_R-R-g-%-%-F)Ig-g-:&-g-%-%-%-g-glg-
~ 5] B4 o (&) w o~ £ o~ - ~ = = o - = > — i 20 =
JEm3 s3Iy Imimime
=0 S |53 S = g " = [}
e Molecule 1: Lipoprotein lipase

. I
Chain B: 79% 8% 13%

S mImime Cmlmimiml i memymome e memSmE S S mIm
2 @w £ 8 8 a & & 3 282 2 8 8 2 £ 3 ¢ faf =
(] H O X Lal
e Molecule 1: Lipoprotein lipase
. I
Chain C: 79% 8% 13%

[ |
1170
[ |
R181
| |
Q243
[ |
€246
5270
||
R273
| |
K290
| |
R293
[ |
L306
| |
R312
[ c313
N314
[ |
M331
| |
Q347
| |
1367
| |
V386
| |
Y392
| |
1396
[ |
K409
[ |
F418

|
G439
E440

[ Taa1
Q442
[ |
1464

)
=}
=
[
o
4
o
m

1
g
b


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

EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 7

e Molecule 1: Lipoprotein lipase

13%

9%

78%

Chain D:

LSTH

SETD

ST1Q

9073

76M

z6d

08A

LI

0LD

91

L5200

0vI

607X
96€T
(43198
98€EA
L9€T
Lyed
TEEN

YIEN

ey
90€T
€624
062X
€.L24

0.L2Zs

9%2¢d
Eizdi]
8z
€673
1814
0LTI

8SGTT

Y9I
evvi
[447]
Twhl
ovva
6EVD
4473
(473

8Tvd

e Molecule 1: Lipoprotein lipase

13%

8%

80%

Chain E:

0471

8GT1
LSTH

SETD
ST1Q
76M
264
08A
0LD
91
5208

0%I

44973

(4773

81vd
60%%
96€1
(43198
98EA
L9€T
L7€d
TEEW

PIEN

(4550
90€7T
€624
gLy

0.Lgs

92D
Eiz4i]
8TTH
€674

814

|
0471
|
8STT
LSTH
|
SETH
x |
M S11a
~—
|
B6M
| ees
N z6d
© |
08A
|
0.0
|
%1
|
52
|
ovI
IS
o
~
]
n
<
[oh
e
=)
o=
O
+~
o
—
o
o
[oh
o=
—
—
[}
=
8 —
v9vI <
| o A=
zvvd M <
[ ] =
6£7D ° @)

(4738
81¥d
6074
96€1
(4319
98EA
L9€T
Leb
TEEN
PIEN
c1ed
90€1
€624
€.L24

0Les

92D
iz40]
8¢TH
€674
T6IN

1814

YOI
eV
[440]
154721
6EVD

i4473)

e Molecule 1: Lipoprotein lipase

13%

9%

78%

Chain G:

0L7I

8STT
LSTH

SETD
ST1d
w6M
264
08A
0LD
91
4208

0%I

0Z¥M

8T¥d
6074
96€1
26EX
98EA
L9€T
Leb
TEEN

YIEN

(455!
90€1
€624
0624
gL

0.Les

92D
5i44)]
82T
€674

1814

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 8

Y9¥1
ESTH

{4728
[442)]
7Pl
(07478
6EVD

S¢S
j7473)

e Molecule 1: Lipoprotein lipase

13%

9%

79%

Chain H:

0LTI

8STT
LSTH

SETD
ST1Q
T6M
c6d
08A
04D
9¥%1
L2

0¥%I

8Tvd
607X
96T
(4198
98€EA
L9€1
LvED
TEEN

TTEN

cred
90€T
€624
062x1
€.2d

0.42s

9%2d
izds]
8TTA
j/4an
€674

T8TH

e Molecule 1: Lipoprotein lipase

13%

8%

79%

Chain I:

0LTI

8STT
LSTH

SETD
ST1Q
T6M
264
08A
04D
9¥%1
[0

0¥%I

(473
8Tvd
607X
96€T
(4198
98€EA
L9€T
L¥Eb
TEEN

TTEN

cred
90€T
€624
062)
€L2d

0.2s

9%2ed
izds]
8TTA
€674

T8TH

25ian
EGFNW
[440)

(47
B6EVD

a7
{4473

e Molecule 1: Lipoprotein lipase

13%

8%

79%

Chain J:

0LTI

8911
LSTH

SETD
ST1Q
T6M
26
08A
0LD
9¥%1
[i2:0

0¥%I

(473
8Tvd
607X
96€T
(4198
98€EN
L9€T
L¥Ed
TEEN

T1EN

(43¢
90€T
€624
062)
eLed

0.2s

9%2d
Eizd)]
8TTA
€674

1814

e Molecule 1: Lipoprotein lipase

13%

8%

79%

Chain K:

0LTI

8GT1
LSTH

SETD

ST1Q

76M

z6d

08A

0LD

91

L5200

0%I

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 9

6EVD
14473
(04738
8Tvd
6074
96€1
(4398
98EA
L9e1
L%ed
TEEN
YTEN
C1ed
90€T
€624

€.L24

Bizds]
8TTA
€673

18TH

YovI
€SV
4747008

[4474\]
99l

e Molecule 1: Lipoprotein lipase

13%

8%

80%

Chain L:

0LTI

8STT
LSTH

GETD
ST1a
v6M
z6d
08A
0LD
V1
L2

071

6EVD
i4473

(473

8Tvd
607X
96€T
(4398
98€A
L9€T
L%ed
TEEW

TTEN

[453¢)
90€T
€624

€.L2d

Eizd)]
8TTA
€674

T8TH

¥ovI

€V
Tvvd
PPl

e Molecule 1: Lipoprotein lipase

13%

9%

78%

Chain M:

0LTI

8STT
LSTH

SETD
ST1Q
T6M
c6d
08A
0L
9¥%1
L1720

0¥%I

(4743
8Tvd
607X
96€T
(4198
98€EA
L9€1
LvEb
TEEN
TTEN
cred
90€T
€624
062X
€L2d

0.L2s

9%ed
izd)]
8TTA
€674

T8TH

Y9¥I
EGFH

evPi
[442)]
PPl
ovva
B6EVD

S¢S
i747)

e Molecule 1: Lipoprotein lipase

13%

9%

78%

Chain N:

0STN

SETD

ST1Q

9073

T6M

z6d

08A

LI

04D

9¥%1

[i2:8

0¥%I

(45198
98€A
L9ET
LYED
TEEW
YTEN
ey
90€T
€624
062X
€L2d

0.Lzs

9%2d
£%2h
8¢y
€61d
874
0LTI

8STT
LSTH

2¢STd

YovI
evvi
[44]
137428
ovva
6E¥D
747
(473
8Tvd
607X

96€T

e Molecule 1: Lipoprotein lipase

13%

8%

79%

Chain O:

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 10

0LTI

8STT
LSTH

SETD
ST1d
v6M
z6d
08A
0LD
971
47208

0%I

1447
0Z¥M
8T¥d
6074
96€1
26EX
98EA
L9€T
L€b
TEEW

TTEN

(451!
90€T
€624
06231
€L

028

9%2d
[5i44)]
T6IN

18TH

¥ovI

o3747208
[440]
157479
07478
6EVD

ipase

ipoprotein li

L

e Molecule 1

13%

9%

78%

Chain P

LSTH

CS1d

0STN

SETD

ST1d

v6M

z6d

08A

0LD

V1

£7

0vI

607
96€1
26EX
98EA
L9€T
Lyeb
TEEN
TTEN
crey
90€T
€624
0624
€L2d

0.42s

92D
izds]
8z
€673
18TH
0LTI

8STT

Y9¥1
evv
[44]
153429
ovva
6EVD
14473
0C¥M

8Tvd

ipase

ipoprotein li

L

e Molecule 1

13%

8%

79%

Chain Q

0LTI

8911
LSTH

SETD
ST1Q
T6M
z6d
08A
0LD
91
L5200

0¥%I

v

(473

81vd
607X
96€T
TBEX
98EA
L9€T
L¥Ed
TEEW

T1EN

(43¢
90€T
€624
eLcd

0.2s

9%2¢d
izd)]
8TTA
€674

814

7ovI
eV
[4470]
T7vL

B6EVD

ipase

ipoprotein li

L

e Molecule 1

13%

8%

79%

Chain R

LSTH

2¢S1d

0STN

SETD

ST1Q

76M

264

08A

0LD

91

L5200

0vI

vevm

(473

8Tvd
607X
96€T
TBEX
98EA
L9€T
L€d
TEEW

V1EN

{4550

90€T

€624

€.L24

0.L2s

9%2¢D

vved
izd)]

1814
0LTI

8811

YovI
P48
[44)]
154721

6EVD

ipase

ipoprotein li

L

e Molecule 1

R LDWIDE
PROTEIN DATA BANK

w_ 0



EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 11

13%

8%

79%

Chain S

0LTI

8STT
LSTH

SETD

ST1Q

T6M

c6d

08A

04D

9¥%1

(520

0¥%I

(478
6EVD

4473
(473
8Tvd
607X
96€T
TBER
98EA
L9€T
PAZe)
TEEW

TTEN

(43¢

90€T

€62

062y

€.L24

0.Lzs

9%2d

€720

814

7ovI

€V
[4%7]
PPl

ipase

ipoprotein li

L

e Molecule 1

13%

9%

78%

Chain T

LSTH

2¢STd

0STN

SETD

ST1Q

T6M

z6d

08A

04D

9¥%1

L5200

0¥%I

6073
96€T
(45198
98€A
L9€T
LyEd
TEEN
YTIEN
ey
90€T
€624
062X
€.L2d

0428

9%2Dd

vved
beizds]

8¢y
€674
1814
0LTI

8STT

2sias
evvi
[444]
TPl
ovva
6E7D
4473
(473

8Tvd

ipase

ipoprotein li

L

e Molecule 1

13%

9%

79%

Chain U

0LTI

8S9TT
LSTH

SETD
ST1Q
T6M
z6d
08A
0LD
91
L5200

0vI

(473
8Tvd
607X
96€T
TBEX
98EN
L9€T
L¥Ed
TEEN
V1EN
(43¢
90€T
€624
062Y
gLy

0.L2s

9%2¢d
€72
8TTA
€674

1814

YovI
0S%Y4

P48
[44)]
137429
ovva
6ETD

4473

ipase

ipoprotein li

L

e Molecule 1

13%

8%

79%

Chain a

0471

8GT1
LSTH

SETD
ST1Q
76M
264
08A
0LD
91
(5208

0vI

(4738
8T¥d
607X
96€1
(43198
98EN
L9€T
Led
TEEN
V1EN
(4550
90€1
€624
0623
gLy

0.L2s

92D
iz4)]
8¢TH
€674

1814

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 12

Y9¥1
EGTH
[44)]

(07478
6EVD

S¢S
j747)

e Molecule 1: Lipoprotein lipase

13%

10%

78%

Chain b:

0STN

SETD

ST1Q

€0TX

v6M

{4

08A

04D

L%4
9¥%1

L2

0¥%I

96€T
(43198
98€A
L9€1
LyED
TEEW
TTEN
ey
90€T
€624
062X
€L2d

0.L2s

9%2d
izds]
8¢y
€61d
8148
0LTI

8STT
LSTH

2¢STd

YovI
€SN
€PN
(4470l
137428
ovva
6ETD

STvS
4473

(473
8Tvd

607X

e Molecule 1: Lipoprotein lipase

13%

8%

79%

Chain c:

0LTI

8STT
LSTH

SETD
ST1Q
T6M
264
08A
04D
9¥%1

[0

(473
8Tvd
607X
96€T
(4198
98€EA
L9€T
L¥Eb
TEEN
TTEN
cred
90€T
€624
€.24

0.2s

9%2¢d
Eizds]
8TTA
€673
T6IN

T8TH

i2sian
P48
[440)]
T7vL
B6EVD

{4473

e Molecule 1: Lipoprotein lipase

13%

9%

78%

Chain d:

2S1d

0SIN

SETD

S¢1d

ST1Q

T6M

26

08A

0LD

9¥%1

[i2:0

0¥%I

96€T
(45198
98€A
L9ET
LyEd
TEEW
YIEN
ey
90€T
€624
062X
€L24

0428

9%2d
bejizds]
8zeH
€614
1814
0LTI

8STT
LSTH

YovI
evvi
[447]
1574728
(478
6E7D

S¢S
v

(473
8Tvd

607X

e Molecule 1: Lipoprotein lipase

13%

9%

79%

Chain e:

0LTI

8GT1
LSTH

SETD

ST1Q

76M

z6d

08A

0LD

91

L5200

0%I

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 13

0TYM
8Tvd
6074
96€1
(4319
98EA
L9€T
Leb
TEEN
TTEN
c1ed
90€T
€624
0624
€L2d

0.es

9D

¥¥ed
Bizds]

8TTA
€673

18TH

¥9v1

evvi
[44]
137429
(07478
6EVD

144743

ipase

ipoprotein li

L

e Molecule 1

13%

9%

78%

Chain f

LSTH

2¢STd

0STN

GETD

ST1a

v6M

z6d

08A

0LD

V1

L2

071

(473
8Tvd
607X
96€T
26EX
98€EA
L9€T
PAze)
TEEN
TTEN
c1ed
90€T
€624
06231
€L2d

0.42s

9%2d
Eizd)]
18TH
0LTI

8STT

Y9¥I
ESTH

f47208
[442]
79l
ovva
6EVD

S¢S
j747)

ipase

ipoprotein li

L

e Molecule 1

13%

9%

78%

Chain g

LSTH

SETD

ST1Q

9073

76M

z6d

08A

LI

04D

91

L5200

0%I

607X
96€T
(43198
98€EA
L9€1
Lyed
TEEN
YIEN
ey
90€T
€624
062X
€.L24

0.L2Zs

9%2¢d
i)
8zeH
€673
1814
0LTI

8811

21748
€SP
evvi
[447]
whl
ovva
6E7D

STvs
v

(473

8Tvd

ipase

ipoprotein li

L

e Molecule 1

13%

9%

78%

Chain h

0STIN

SETD

ST1Q

€0TX

76M

z6d

08A

0LD

Lvd
91

5200

0¥I

96€T
(43198
98€N
L9ET
LvEd
TEEW
YIEN
creyd
90€T
€624
062X
€.L24

0.Lzs

9%2d
eizdi]
8zeH
€614
1814
0L7I

8GT1
LSTH

2S1d

YOI
374708
[4470]
15429
ovva
6E7D
vevm
(473
8T¥d

607X

ipase

ipoprotein li

L

e Molecule 1

13%

8%

79%

111 1

Cha

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-20673, 6UTM

wwPDB EM Validation Summary Report

Page 14

0LTI

8STT
LSTH

SETD
ST1d
v6M
z6d
08A
0LD
971
47208

0%I

1447
0Z¥M
8T¥d
6074
96€1
26EX
98EA
L9€T
L€b
TEEW
TTEN
(451!
90€T
€624
€.L24

0.es

92D
£2h
82Ty
€674

18TH

¥9¥1
0S¥y
747208
[440]
154729

6EVD

D E

O

R L DWI
PROTEIN DATA BANK

W



Page 15

wwPDB EM Validation Summary Report

EMD-20673, 6U7TM

4 Experimental information (i)

Property Value Source

EM reconstruction method HELICAL Depositor

Imposed symmetry HELICAL, twist—130.05°, rise=10.88 A, ax- | Depositor
ial sym=C1

Number of segments used 108911 Depositor

Resolution determination method | OTHER Depositor

CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION

Microscope FEI TALOS ARCTICA Depositor

Voltage (kV) 200 Depositor

Electron dose (e~ /A”) 46.6 Depositor

Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification 45000 Depositor

Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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 | pyia7 17 55 | RMSZ #|Z| >5
1 A 0.19 0/3402 0.47 1/4607 (0.0%)
1 B 0.19 0/3402 0.47 1/4607 (0.0%)
1 C 0.19 0/3402 0.47 1/4607 (0.0%)
1 D 0.19 0/3402 0.47 1/4607 (0.0%)
1 E 0.19 0/3402 0.47 1/4607 (0.0%)
1 F 0.19 0/3402 0.47 1/4607 (0.0%)
1 G 0.19 0/3402 0.47 1/4607 (0.0%)
1 H 0.19 0/3402 0.47 1/4607 (0.0%)
1 | 0.19 0/3402 0.47 1/4607 (0.0%)
1 J 0.19 0/3402 0.47 1/4607 (0.0%)
1 K 0.19 0/3402 0.47 1/4607 (0.0%)
1 L 0.19 0/3402 0.47 1/4607 (0.0%)
1 M 0.19 0/3402 0.47 1/4607 (0.0%)
1 N 0.19 0/3402 0.47 1/4607 (0.0%)
1 ) 0.19 0/3402 0.47 1/4607 (0.0%)
1 P 0.19 0/3402 0.47 1/4607 (0.0%)
1 Q 0.19 0/3402 0.47 1/4607 (0.0%)
1 R 0.19 0/3402 0.47 1/4607 (0.0%)
1 S 0.19 0/3402 0.47 1/4607 (0.0%)
1 T 0.19 0/3402 0.47 1/4607 (0.0%)
1 U 0.19 0/3402 0.47 1/4607 (0.0%)
1 a 0.19 0/3402 0.47 1/4607 (0.0%)
1 b 0.19 0/3402 0.47 1/4607 (0.0%)
1 c 0.19 0/3402 0.47 1/4607 (0.0%)
1 d 0.19 0/3402 0.47 1/4607 (0.0%)
1 e 0.19 0/3402 0.47 1/4607 (0.0%)
1 f 0.19 0/3402 0.47 1/4607 (0.0%)
1 g 0.19 0/3402 0.47 1/4607 (0.0%)
1 h 0.19 0/3402 0.47 1/4607 (0.0%)
1 i 0.19 0/3402 0.47 1/4607 (0.0%)
All All 0.19 | 0/102060 | 0.47 | 30/138210 (0.0%)

There are no bond length outliers.

EMD-20673, 6U7TM
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The worst 5 of 30 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
1 O 424 | TRP | CA-CB-CG | 5.24 123.55 113.60
1 J 424 | TRP | CA-CB-CG | 5.24 123.55 113.60
1 L 424 | TRP | CA-CB-CG | 5.23 123.53 113.60
1 g 424 | TRP | CA-CB-CG | 5.22 123.53 113.60
1 d 424 | TRP | CA-CB-CG | 5.22 123.52 113.60

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 3314 0 3229 22 0
1 B 3314 0 3229 19 0
1 C 3314 0 3229 18 0
1 D 3314 0 3229 20 0
1 E 3314 0 3229 17 0
1 F 3314 0 3229 19 0
1 G 3314 0 3229 21 0
1 H 3314 0 3229 20 0
1 I 3314 0 3229 20 0
1 J 3314 0 3229 19 0
1 K 3314 0 3229 18 0
1 L 3314 0 3229 17 0
1 M 3314 0 3229 21 0
1 N 3314 0 3229 22 0
1 O 3314 0 3229 19 0
1 P 3314 0 3229 21 0
1 Q 3314 0 3229 18 0
1 R 3314 0 3229 20 0
1 S 3314 0 3229 18 0
1 T 3314 0 3229 22 0
1 U 3314 0 3229 20 0
1 a 3314 0 3229 20 0
1 b 3314 0 3229 24 0

Continued on next page...


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

Page 18

wwPDB EM Validation Summary Report

EMD-20673, 6U7TM

Continued from previous page...

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 ¢ 3314 0 3229 22 0
1 d 3314 0 3229 23 0
1 e 3314 0 3229 20 0
1 f 3314 0 3229 22 0
1 g 3314 0 3229 22 0
1 h 3314 0 3229 22 0
1 i 3314 0 3229 21 0
All All 99420 0 96870 084 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 3.

The worst 5 of 584 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:T:150:ASN:HD22 | 1:b:152:PRO:HG3 1.57 0.69
1:R:152:PRO:HG3 | 1:d:150:ASN:HD22 1.59 0.66
1:T:152:PRO:HG3 | 1:b:150:ASN:HD22 1.63 0.64
1:G:425:SER:HB2 | 1:a:453:MET:HG2 1.90 0.54
1:P:150:ASN:HD22 | 1:f:152:PRO:HG3 1.73 0.54

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.

Percentiles

o | m

o] [100]

o | m

Mol | Chain Analysed Favoured | Allowed | Outliers
1 A 413/478 (86%) 378 (92%)
1 B 413/478 (86%) 379 (92%)
1 C 413/478 (86%) 379 (92%)
1 D 413/478 (86%) 377 (91%)
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Continued from previous page...

Percentiles
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|

[Loo] [100]

Mol | Chain Analysed Favoured | Allowed | Outliers
1 E 413/478 (86%) 380 (92%) 33 (8%) 0
1 F 413/478 (86%) 379 (92%) 34 (8%) 0
1 G 413/478 (86%) 379 (92%) 34 (8%) 0
1 H 413/478 (86%) 377 (91%) 36 (9%) 0
1 I 413/478 (86%) 379 (92%) 34 (8%) 0
1 J 413/478 (86%) 379 (92%) 34 (8%) 0
1 K 413/478 (86%) 379 (92%) 34 (8%) 0
1 L 413/478 (86%) 379 (92%) 34 (8%) 0
1 M 413/478 (86%) 379 (92%) 34 (8%) 0
1 N 413/478 (86%) 379 (92%) 34 (8%) 0
1 O 413/478 (86%) 379 (92%) 34 (8%) 0
1 P 413/478 (86%) 379 (92%) 34 (8%) 0
1 Q 413/478 (86%) 378 (92%) 35 (8%) 0
1 R 413/478 (86%) 378 (92%) 35 (8%) 0
1 S 413/478 (86%) 379 (92%) 34 (8%) 0
1 T 413/478 (86%) 379 (92%) 34 (8%) 0
1 U 413/478 (86%) 379 (92%) 34 (8%) 0
1 a 413/478 (86%) 380 (92%) 33 (8%) 0
1 b 413/478 (86%) 378 (92%) 35 (8%) 0
1 c 413/478 (86%) 378 (92%) 35 (8%) 0
1 d 413/478 (86%) 379 (92%) 34 (8%) 0
1 e 413/478 (86%) 380 (92%) 33 (8%) 0
1 f 413/478 (86%) 379 (92%) 34 (8%) 0
1 g 413/478 (86%) 379 (92%) 34 (8%) 0
1 h 413/478 (86%) 379 (92%) 34 (8%) 0
1 i 413/478 (86%) 379 (92%) 34 (8%) 0

All All 12390/14340 (86%) | 11364 (92%) | 1026 (8%) 0

There are no Ramachandran outliers to report.
$roe
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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 365/413 (88%) 364 (100%) 1 (0%)
1 B 365/413 (88%) 364 (100%) 1 (0%)
1 C 365/413 (88%) 364 (100%) 1 (0%)
1 D 365/413 (88%) 364 (100%) 1 (0%)
1 E 365/413 (88%) 364 (100%) 1 (0%)
1 F 365/413 (88%) 364 (100%) 1 (0%)
1 G 365/413 (88%) 364 (100%) 1 (0%)
1 H 365/413 (88%) 364 (100%) 1 (0%)
1 I 365/413 (88%) 364 (100%) 1 (0%)
1 J 365/413 (88%) 364 (100%) 1 (0%)
1 K 365/413 (88%) 364 (100%) 1 (0%)
1 L 365/413 (88%) 364 (100%) 1 (0%)
1 M 365/413 (88%) 364 (100%) 1 (0%)
1 N 365/413 (88%) 364 (100%) 1 (0%)
1 O 365/413 (88%) 364 (100%) 1 (0%)
1 P 365/413 (88%) 364 (100%) 1 (0%)
1 Q 365/413 (88%) 364 (100%) 1 (0%)
1 R 365/413 (88%) 364 (100%) 1 (0%)
1 S 365/413 (88%) 364 (100%) 1 (0%)
1 T 365/413 (88%) 364 (100%) 1 (0%)
1 U 365/413 (88%) 364 (100%) 1 (0%)
1 a 365/413 (88%) 364 (100%) 1 (0%)
1 b 365/413 (88%) 364 (100%) 1 (0%)
1 365/413 (88%) 364 (100%) 1 (0%)
1 d 365/413 (88%) 364 (100%) 1 (0%)
1 e 365/413 (88%) 364 (100%) 1 (0%)

EMD-20673, 6UTM
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 f 365/413 (88%) 364 (100%) 1 (0%)
1 g 365/413 (88%) 364 (100%) 1 (0%)
1 h 365/413 (88%) 364 (100%) 1 (0%)
1 i 365/413 (88%) 364 (100%) 1 (0%)

All | Al | 10950/12390 (88%) | 10920 (100%) | 30 (0%)

5 of 30 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type

1 0 40 ILE
1 g 40 ILE
1 R 40 ILE
1 i 40 ILE
1 d 40 ILE

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 232
such sidechains are listed below:

Mol | Chain | Res | Type

1 O 338 GLN
1 h 338 GLN
1 S 276 HIS
1 h 276 HIS
1 e 276 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)

There are no oligosaccharides in this entry.
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5.6 Ligand geometry (i)

There are no ligands in this entry.

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.
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-20673. 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.
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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.
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8 Fourier-Shell correlation (i)

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

This section was not generated.
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