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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

Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0

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

Validation Pipeline (wwPDB-VP) : 2.49


https://www.wwpdb.org/validation/2017/EMValidationReportHelp
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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 2.88 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in

the following graphic. The table shows the number of entries on which the scores are based.

Metric
Clashscore I 1l

Worse

Percentile Ranks

I Percentile relative to all structures

I] Percentile relative to all EM structures

Value
B

Better

Metric

Model-Map Fit Percentile Ranks

Value

Q-score Ijjm |

T 0.368

Worse

I Percentile relative to all EM structures

[] Percentile relative to EM structures of similar resolution

Better

. Whole archive EM structures Similar EM resolution
Metric . . . .
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Q-score - 25397 12111 ( 2.38 - 3.38 )

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.

PROTEIN DATA BANK

Mol | Chain | Length Quality of chain
24%
I
1 A 726 63% 23% 1%
24%
T —
1 B 726 63% 24% 1%
24%
T —
1 C 726 64% 23% C13%
24%
T —
1 D 726 63% 23% C13%
24%
T —
1 E 726 63% 23% R 7
24%
T —— e
1 F 726 64% 23% < 13%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
24%
I ——
1 G 726 64% 23% T 5%
24%
I — —
1 H 726 63% 23% . 13%
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2 Entry composition (i)

There are 2 unique types of molecules in this entry. The entry contains 39856 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 NAD(+) hydrolase SARMI.

Mol | Chain | Residues Atoms AltConf | Trace
! A 635 Zgg;l 31028 81:9]0 9(1)8 283 0 0
! B 635 Zggzl 31028 81:9]0 9(1)8 283 0 0
! ¢ 635 Zggl 31028 8150 9(1)8 283 0 0
1 b 635 Zggl 31028 815\;0 9(1)8 2S3 0 0
1 B 635 th;gl 31028 815\;0 9(1)8 283 0 0
1 d 635 ng’)aél 31028 8150 9(1)8 283 0 0
1 G 635 th;;l 31028 8150 9(1)8 283 0 0
1 H 635 th;;l 31028 8150 9(1)8 283 0 0

There are 224 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
A -1 MET - initiating methionine | UNP Q6SZW1
A 0 SER - expression tag UNP Q6SZW1
A 1 TYR - expression tag UNP Q6SZW1
A 2 HIS - expression tag UNP Q6SZW1
A 3 HIS - expression tag UNP Q6SZW1
A 4 HIS - expression tag UNP Q6SZW1
A 5 HIS - expression tag UNP Q6SZW1
A 6 HIS - expression tag UNP Q6SZW1
A 7 HIS - expression tag UNP Q6SZW1
A 8 ASP - expression tag UNP Q6SZW1
A 9 TYR - expression tag UNP Q6SZW1
A 10 ASP - expression tag UNP Q6SZW1
A 11 ILE - expression tag UNP Q6SZW1
A 12 PRO - expression tag UNP Q6SZW1

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

Chain | Residue | Modelled | Actual Comment Reference
A 13 THR - expression tag UNP Q65SZW1
A 14 THR - expression tag UNP Q6SZW1
A 15 GLU - expression tag UNP Q6SZW1
A 16 ASN - expression tag UNP Q6SZW1
A 17 LEU - expression tag UNP Q6SZW1
A 18 TYR - expression tag UNP Q6SZW1
A 19 PHE - expression tag UNP Q6SZW1
A 20 GLN - expression tag UNP Q65SZW1
A 21 GLY - expression tag UNP Q6SZW1
A 22 ALA - expression tag UNP Q6SZW1
A 23 MET - expression tag UNP Q6SZW1
A 24 GLY - expression tag UNP Q6SZW1
A 25 SER - expression tag UNP Q6SZW1
A 642 GLN GLU | engineered mutation | UNP Q6SZW1
B -1 MET - initiating methionine | UNP Q6SZW1
B 0 SER - expression tag UNP Q6SZW1
B 1 TYR - expression tag UNP Q6SZW1
B 2 HIS - expression tag UNP Q6SZW1
B 3 HIS - expression tag UNP Q6SZW1
B 4 HIS - expression tag UNP Q6SZW1
B 5 HIS - expression tag UNP Q6SZW1
B 6 HIS - expression tag UNP Q6SZW1
B 7 HIS - expression tag UNP Q6SZW1
B 8 ASP - expression tag UNP Q6SZW1
B 9 TYR - expression tag UNP Q6SZW1
B 10 ASP - expression tag UNP Q6SZW1
B 11 ILE - expression tag UNP Q6SZW1
B 12 PRO - expression tag UNP Q6SZW1
B 13 THR - expression tag UNP Q6SZW1
B 14 THR - expression tag UNP Q6SZW1
B 15 GLU - expression tag UNP Q6SZW1
B 16 ASN - expression tag UNP Q6SZW1
B 17 LEU - expression tag UNP Q6SZW1
B 18 TYR - expression tag UNP Q6SZW1
B 19 PHE - expression tag UNP Q6SZW1
B 20 GLN - expression tag UNP Q6SZW1
B 21 GLY - expression tag UNP Q6SZW1
B 22 ALA - expression tag UNP Q6SZW1
B 23 MET - expression tag UNP Q6SZW1
B 24 GLY - expression tag UNP Q6SZW1
B 25 SER - expression tag UNP Q6SZW1
B 642 GLN GLU | engineered mutation | UNP Q6SZW1

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
C -1 MET - initiating methionine | UNP Q6SZW1
C 0 SER - expression tag UNP Q6SZW1
C 1 TYR - expression tag UNP Q6SZW1
C 2 HIS - expression tag UNP Q6SZW1
C 3 HIS - expression tag UNP Q6SZW1
C 4 HIS - expression tag UNP Q6SZW1
C 5 HIS - expression tag UNP Q6SZW1
C 6 HIS - expression tag UNP Q6SZW1
C 7 HIS - expression tag UNP Q6SZW1
C 8 ASP - expression tag UNP Q6SZW1
C 9 TYR - expression tag UNP Q6SZW1
C 10 ASP - expression tag UNP Q6SZW1
C 11 ILE - expression tag UNP Q6SZW1
C 12 PRO - expression tag UNP Q6SZW1
C 13 THR - expression tag UNP Q6SZW1
C 14 THR - expression tag UNP Q6SZW1
C 15 GLU - expression tag UNP Q6SZW1
C 16 ASN - expression tag UNP Q6SZW1
C 17 LEU - expression tag UNP Q6SZW1
C 18 TYR - expression tag UNP Q6SZW1
C 19 PHE - expression tag UNP Q6SZW1
C 20 GLN - expression tag UNP Q6SZW1
C 21 GLY - expression tag UNP Q6SZW1
C 22 ALA - expression tag UNP Q6SZW1
C 23 MET - expression tag UNP Q6SZW1
C 24 GLY - expression tag UNP Q6SZW1
C 25 SER - expression tag UNP Q6SZW1
C 642 GLN GLU | engineered mutation | UNP Q6SZW1
D -1 MET - initiating methionine | UNP Q6SZW1
D 0 SER - expression tag UNP Q6SZW1
D 1 TYR - expression tag UNP Q6SZW1
D 2 HIS - expression tag UNP Q6SZW1
D 3 HIS - expression tag UNP Q6SZW1
D 4 HIS - expression tag UNP Q6SZW1
D 5 HIS - expression tag UNP Q6SZW1
D 6 HIS - expression tag UNP Q6SZW1
D 7 HIS - expression tag UNP Q6SZW1
D 8 ASP - expression tag UNP Q6SZW1
D 9 TYR - expression tag UNP Q6SZW1
D 10 ASP - expression tag UNP Q6SZW1
D 11 ILE - expression tag UNP Q6SZW1
D 12 PRO - expression tag UNP Q6SZW1

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

Chain | Residue | Modelled | Actual Comment Reference
D 13 THR - expression tag UNP Q65SZW1
D 14 THR - expression tag UNP Q6SZW1
D 15 GLU - expression tag UNP Q6SZW1
D 16 ASN - expression tag UNP Q6SZW1
D 17 LEU - expression tag UNP Q6SZW1
D 18 TYR - expression tag UNP Q6SZW1
D 19 PHE - expression tag UNP Q6SZW1
D 20 GLN - expression tag UNP Q65SZW1
D 21 GLY - expression tag UNP Q6SZW1
D 22 ALA - expression tag UNP Q6SZW1
D 23 MET - expression tag UNP Q6SZW1
D 24 GLY - expression tag UNP Q6SZW1
D 25 SER - expression tag UNP Q6SZW1
D 642 GLN GLU | engineered mutation | UNP Q6SZW1
E -1 MET - initiating methionine | UNP Q6SZW1
E 0 SER - expression tag UNP Q6SZW1
E 1 TYR - expression tag UNP Q6SZW1
E 2 HIS - expression tag UNP Q6SZW1
E 3 HIS - expression tag UNP Q6SZW1
E 4 HIS - expression tag UNP Q6SZW1
E 5 HIS - expression tag UNP Q6SZW1
E 6 HIS - expression tag UNP Q6SZW1
E 7 HIS - expression tag UNP Q6SZW1
E 8 ASP - expression tag UNP Q6SZW1
E 9 TYR - expression tag UNP Q6SZW1
E 10 ASP - expression tag UNP Q6SZW1
E 11 ILE - expression tag UNP Q6SZW1
E 12 PRO - expression tag UNP Q6SZW1
E 13 THR - expression tag UNP Q6SZW1
E 14 THR - expression tag UNP Q6SZW1
E 15 GLU - expression tag UNP Q6SZW1
E 16 ASN - expression tag UNP Q6SZW1
E 17 LEU - expression tag UNP Q6SZW1
E 18 TYR - expression tag UNP Q6SZW1
E 19 PHE - expression tag UNP Q6SZW1
E 20 GLN - expression tag UNP Q6SZW1
E 21 GLY - expression tag UNP Q6SZW1
E 22 ALA - expression tag UNP Q6SZW1
E 23 MET - expression tag UNP Q6SZW1
E 24 GLY - expression tag UNP Q6SZW1
E 25 SER - expression tag UNP Q6SZW1
E 642 GLN GLU | engineered mutation | UNP Q6SZW1

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

Chain | Residue | Modelled | Actual Comment Reference
F -1 MET - initiating methionine | UNP Q6SZW1
F 0 SER - expression tag UNP Q6SZW1
F 1 TYR - expression tag UNP Q6SZW1
F 2 HIS - expression tag UNP Q6SZW1
F 3 HIS - expression tag UNP Q6SZW1
F 4 HIS - expression tag UNP Q6SZW1
F 5 HIS - expression tag UNP Q6SZW1
F 6 HIS - expression tag UNP Q65SZW1
F 7 HIS - expression tag UNP Q6SZW1
F 8 ASP - expression tag UNP Q6SZW1
F 9 TYR - expression tag UNP Q6SZW1
F 10 ASP - expression tag UNP Q6SZW1
F 11 ILE - expression tag UNP Q6SZW1
F 12 PRO - expression tag UNP Q6SZW1
F 13 THR - expression tag UNP Q6SZW1
F 14 THR - expression tag UNP Q6SZW1
F 15 GLU - expression tag UNP Q6SZW1
F 16 ASN - expression tag UNP Q6SZW1
F 17 LEU - expression tag UNP Q6SZW1
F 18 TYR - expression tag UNP Q6SZW1
F 19 PHE - expression tag UNP Q6SZW1
F 20 GLN - expression tag UNP Q6SZW1
F 21 GLY - expression tag UNP Q6SZW1
F 22 ALA - expression tag UNP Q6SZW1
F 23 MET - expression tag UNP Q6SZW1
F 24 GLY - expression tag UNP Q6SZW1
F 25 SER - expression tag UNP Q6SZW1
F 642 GLN GLU | engineered mutation | UNP Q6SZW1
G -1 MET - initiating methionine | UNP Q6SZW1
G 0 SER - expression tag UNP Q6SZW1
G 1 TYR - expression tag UNP Q6SZW1
G 2 HIS - expression tag UNP Q6SZW1
G 3 HIS - expression tag UNP Q6SZW1
G 4 HIS - expression tag UNP Q6SZW1
G 5 HIS - expression tag UNP Q6SZW1
G 6 HIS - expression tag UNP Q6SZW1
G 7 HIS - expression tag UNP Q6SZW1
G 8 ASP - expression tag UNP Q6SZW1
G 9 TYR - expression tag UNP Q6SZW1
G 10 ASP - expression tag UNP Q6SZW1
G 11 ILE - expression tag UNP Q6SZW1
G 12 PRO - expression tag UNP Q6SZW1

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

Chain | Residue | Modelled | Actual Comment Reference
G 13 THR - expression tag UNP Q6SZW1
G 14 THR - expression tag UNP Q6SZW1
G 15 GLU - expression tag UNP Q6SZW1
G 16 ASN - expression tag UNP Q6SZW1
G 17 LEU - expression tag UNP Q6SZW1
G 18 TYR - expression tag UNP Q6SZW1
G 19 PHE - expression tag UNP Q6SZW1
G 20 GLN - expression tag UNP Q6SZW1
G 21 GLY - expression tag UNP Q6SZW1
G 22 ALA - expression tag UNP Q6SZW1
G 23 MET - expression tag UNP Q6SZW1
G 24 GLY - expression tag UNP Q6SZW1
G 25 SER - expression tag UNP Q6SZW1
G 642 GLN GLU | engineered mutation | UNP Q6SZW1
H -1 MET - initiating methionine | UNP Q6SZW1
H 0 SER - expression tag UNP Q6SZW1
H 1 TYR - expression tag UNP Q6SZW1
H 2 HIS - expression tag UNP Q6SZW1
H 3 HIS - expression tag UNP Q6SZW1
H 4 HIS - expression tag UNP Q6SZW1
H 5 HIS - expression tag UNP Q6SZW1
H 6 HIS - expression tag UNP Q6SZW1
H 7 HIS - expression tag UNP Q6SZW1
H 8 ASP - expression tag UNP Q6SZW1
H 9 TYR - expression tag UNP Q6SZW1
H 10 ASP - expression tag UNP Q6SZW1
H 11 ILE - expression tag UNP Q6SZW1
H 12 PRO - expression tag UNP Q6SZW1
H 13 THR - expression tag UNP Q6SZW1
H 14 THR - expression tag UNP Q6SZW1
H 15 GLU - expression tag UNP Q6SZW1
H 16 ASN - expression tag UNP Q6SZW1
H 17 LEU - expression tag UNP Q6SZW1
H 18 TYR - expression tag UNP Q6SZW1
H 19 PHE - expression tag UNP Q6SZW1
H 20 GLN - expression tag UNP Q6SZW1
H 21 GLY - expression tag UNP Q6SZW1
H 22 ALA - expression tag UNP Q6SZW1
H 23 MET - expression tag UNP Q6SZW1
H 24 GLY - expression tag UNP Q6SZW1
H 25 SER - expression tag UNP Q6SZW1
H 642 GLN GLU | engineered mutation | UNP Q6SZW1

EMD-11187, 6ZFX
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e Molecule 2 is ( {E})-4-methylnon-4-enedial (CCD ID: SIN) (formula: CyoH;602).

S1N

o |

Cp.,-j_f?
Mol | Chain | Residues Atoms AltConf
2 | A 1 foral 20 0
o | A 1 foral O 0
2 | B 1 foral 20 0
2 | B 1 total 1% ) 0
2 | © 1 toral 1% 0 0
2 | © 1 fol 1% ) 0
I
IR
IEEE I
IR
I
I
2 | G 1 foral 100 0 0

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

Mol | Chain | Residues Atoms AltConf
) [ 6 | 1 [ TW o,
o | H 1 foral 20 0
o | H 1 foral O 0
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. A red diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: NAD(+) hydrolase SARM1

24%
. I - —
Chain A: 63% 23% S 13%

>

OOV PPPP 9000000000000 0909090990999 999909909909909999595959959999%999%9%99%99%9990

COOPPPPPPPO V00000 OO0 O & o000 o <>
=

8 83
*00 0000000000 o
§l
"

o O
™
o
(S =]

V142
R146
L147

]
— -
=

e o o o 0 4 o o o o 4 Q@ © O 9090909000000 900000000000 o * o &
S8 58 SS9 3 3885 83 8RR R » & 28

e Molecule 1: NAD(+) hydrolase SARM1

WO RLDWIDE

er

PROTEIN DATA BANK


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

EMD-11187, 6ZFX
L 2 2 4

13%

24%

63%

wwPDB EM Validation Summary Report

24%

Page 13
Chain B:

4 ¢
: “
“ ¢ 669T “
8694
¢ 4 ¢
: ™ “
€673 839 £6T
¢ ] ¢ 1
¢ 06TH ¢ ¢ 06TH
¢ soma [ | B 1891 ¢ som | ¢
M T v - . 819 ¢ M hmz
o. = X piva I ¢ 0. o o
¢ sort «mE | pee1 | zsvh TSy TTon ¢ “ ¢ con 0811 |
¢ 0871 €€€T 1571 L oTesy ¢ ¢ [ | 67€T
¢ A [] 0781 N ¢ ¢ ¢ LL1d i
¢ P ¢ «mﬁ mmm,_ ¢ ¢ s ¢ ﬂ 8eeY
¢ o= [t e Py YESH ¢ S ¢ ¢
gLTH 220
¢ €90
¢ oo@ Cva] ¢ E I %093 ¢ < ¢ ooE €L
¢ een €473 [ ven ¢ ¢ cuow ™ ¢ oo | LTy ¢
¢ 861 LIV ¢ mmi Mmmm ¢ ¢ 61 TLTT 0
¢ 111 ¢ e (] ¢ ¢ ( omE ¢
omEEn T M et 128 14 { &5 ' ¢ Lo ¢
¢ son L9TA “ hm% mmma ¢ ¢ B8o91 ¢ e ¢
¢ ¢ 7TVl zzs ¢ | ¢ ¢ ¢
M ¢ 1 i €651 o N ¢ 15T ¢
¢ TTY1 8TSA ¢ s99d N
¢ ssm Czees ¢ ¢
M ¢ oz | e ¢ w993 N ¢ ¢
¢ Oi 6171 mmm,_ i M $ “
¢ S 183H
¢ L ouwn grsy | sgsT | 4 ¢ SR
0 2511 “ prves 91vd [ | = ¢ 0 0 ¢
¢ | 609D | pgsT | ¢ 0991 ¢
¢ ¢ | | ZI9M 8090 ¢ ¢ ¢
e 3 A I *I : oo
01%d 08T 80€4
¢ €621 607A resi “ M G |
¢ ¢ w1 z6zl [} k ¢ 9vTH £0€T
4 9774 ] S071 Lo 8.35 ¢ M f S
¢ $LTA ] | oosh — ¢ ¢ €621
¢ ¢ | | 074 6674 ¢ =t ¢ T 26zl
—n 1120 ¢ oo 8674 ¢ et |
¢ S [ | 1674 ¢ ~ ¢ ¢ o yL2h
¢ o jaddy L1924 01 967d ¢ evor < ¢ ou o |
¢ | | seva 6954 7p} ¢ 1120
¢ Zv9h ¢
¢ s $9z3 76€T 7671 899k St 1
¢ | | £67S W 2 ¢ ¢ v9¢d
o 8e1T . 1958 e % < "
¢ ¢ oses e Cosar = 3 ¢ ¢ i
¢ s ¢ 6524 | 1641 5954 ¢ a) © ¢ s ¢ 6524
| ssTy g2l 067 793A = | esey
0. ¢ 15271 | [ | ¢ o] 0. ¢ = Yo
¢ ¢ 952d sLex 1851 ¢ ¢ _md ¢ ¢ e 952d
¢ o ¢ e sszd | [ | ¢ ¢ ¢ o ¢ ssed
¢ M ﬂﬂ 0Lev T8VL ¢ s \x.T/ ¢ = ¢ wmﬁ
“ 0Ld ¢ wmux ¢ I ¢ e /Dl\ . “ ot . wmﬁ_
691 8LYN ’I xX 691
<
S ¢ R iz o s < & o ¢ o
¢ Lov ¢ ¢ N Z ¢ ¢
192A [ | ¢ s 19TA
¢ ¢ ] ¢ o971 ¢ > ¢ ¢ ]
¢ ¢ zeel ¢ S97H — ¢ ¢ zee1
1 ¢
¢ P93 <@ ¢ ¢ [ |
“ “ 912 ¢ I “ = C ¢ ¢ 912y
| gTed ] i
¢ ¢ vieh 1971 Q ¢ ¢ vTeh
¢ = g
¢ ¢ €12k ¢ | o9vd ¢ ¢ o) = ¢ ¢ €12A
[ | EE 657S o [ ]
¢ S £0ZA [ | 85T} SHSH ¢ oot M = ¢ (| £0CA
¢ ¢ o ] 6ve1 159 | ° O ¢ ¢ o |

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-11187, 6ZFX

wwPDB EM Validation Summary Report

Page 14

¢

OO0 o

T9V1
65¥7S
8S¥Y
LSPH

75va
€SPL

TS%1
i4ads

9EVD
SEVE

eevd

6CTA
8T
LT¥S

i4472"

T2y
(470
6TVL
8170

91vd

(4573

0T¥vd
60%A
80%s
S0%I

TO%A
00va

76eT1

T6EN

8.LEN

SLeN

0LeY

SPSH

(4414

0%SL
6EST

LESY
YESH
Te9T
0€SH

1280
92sa

[44:1]
8TSA
GTST
(45t

605D
8090

G0ST

i

TOSK
0050
6674
8674
L6vd
96%d

76v1
€675

T6%1
06%M

18%1

1871

8L¥N
LLYY
9.vd

99%d

7oV

1291

> e
}

8T9A

9TON

TT9A

7093

8691

oo o IR 2 o & & 4

€651

T6SA

L8SH

585h

E£8GH

T89%
0831

8.SS

i

895X
L9SS

G954
79sA

>

6691

0 8694

o

83890

1891

o w
~ ~
© ©
o =

CTLON

[
©
©
a

8991

< w0 ~
© © ©
© © ©
M|ooA =

0994

L B B A A e e A e A e A e A

€¥9I
(4]

0Y9H

3

9€9N

OO0 O0OO0OOOS
o
E

NAD(+) hydrolase SARM1

e Molecule 1

24%

13%

23%

63%

Chain D

S6A

€80

6.1

9.1
SLY

» O = o
© K~ N~
QoA m oA

COOPPPPPPPO G000 O®G 00 O & 00 o

~
©Q
~

OO PPPPPP P00 PP P00 0 P00 9909090990999 9909909999999999999959999%999%9%99%99%999

<&

LSTH

{419

LYTT

1544
ovIL

6eT1d
8€TT

~
™
—
H

[ IS
M o
— o
=g

0zTI

< <&

OO 0009000000 o

SGET

67€T

8eey

15448
2eel
9124
ST120
1214
€1CK

€0CA

6375

LSYH

SS¥T
¥sva
AN

TS6%1
T

9EVD
SEVA

e€evd

(14728
8T
L2¥%S

j4474"

34741
0TvM
6T¥L
EE1574)

91¥%d

(457

0T%d
607A
80%S
SOVI

T07A

0 00%d

v6eT
T6€%
8LEN
SLeN

0LEV

OO0 o

SYSH

(47214

0%SL
6€5T
8€SI
LESYH

YESH

Te491
0ESH

pRacn)
92sa

€251

i

3

0 1291

8T9A

9TON

TT9A

7094

8691

SOOe> & SO

€651

T6SA

L8SH

58Sh

€8SH

T893
0891

8.8

i

Q@ © & 9090099090900 PP909P0900OOO
=
2

8994
19SS

S954
7931

A& 4

6691

0 8694

-

8890

7891

< W
© ©
© ©
MoA

0994

€991
[40)

0%9H

0000000i’00000

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-11187, 6ZFX
L 2 2 4

13%

23%

63%

wwPDB EM Validation Summary Report

24%

e Molecule 1: NAD(+) hydrolase SARM1

Page 15
Chain E:

¢ ¢
¢ ¢
: s
; . ;
0 8694

’ $ ’
¢ i - ¢ o
¢ 06TH 4 |

| H
“ 80TA k e ¢ oo ¢ “ 80TA Mm
¢ a81 | | 9svy ¢ 11
o A $ .
¢ 0871 seed £57L 0%SL ¢ ¢ «mg
“ \.mE 4 4 = ¢ ¢ “ “ 0871
¢ 4 ¢ %S M “ ¢ ME
“ v i “ M “ e

£LTI ¢ ceen 9eY ¢ < Ozt Cyua
0 TLIV sevd Mmmm ¢ ) 0' S
¢ ! - — $ o

1479 wwmm ¢ ¢ *
: : =l ' ry
“ “ «mﬂ wmma M © “
¢ . G mem § $
¢ ozoh s191 ¢
: N AN P E $
¢ ¢ 27N | “ ¢
G
: "Tode Lo :
“ 1/ O €01 017d w08 | ol ¢ “
0 w_z | = O !
849S I7Ed
“ ‘ ZHTA vmm A m“wH mﬂwm ‘ ‘ m “ ’r
4 N " el e ¢ . = ¢ o
IR I TR B S 2 R
“ “. 6524 «mﬁ £67S q [ Twon | m 8 “wE N
¢ 1521 > R ¢ s
¢ o ’ 5 o “.
0 0 €11 521 0 LWJ 0 0 eI
¢ ¢ mmmz ¢ _ ¢ ot ¢ ce
“ ¢ 8723 “ -+ “Hw ¢
¢ ¢ wmmm ¢ ¢ [ M/” ¢ 691 ¢
’ ’ [ ' = & omEm ¢
¢ ¢ [] M ¢ Z. ¢ Lou ¢
¢ ¢ 2O ¢ - ¢ ¢
¢ ¢ [ ( ¢ - ¢ ¢
¢ ¢ - R ¢ 2 F. ¢ ¢
¢ ¢ 224 “ ¢ 3] = ¢ ¢
' ‘ o ¢ 3 ' '
| Bl R “ N B B
=

¢ s o ¢ e O ¢ o o

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W



EMD-11187, 6ZFX

wwPDB EM Validation Summary Report

Page 16

OO V009000000 o

6%ET

8EEY

Seed

€eeT

e

60€Y
80€d

€0€T

€621
zecl

v.LTA

TL2D

¥9ca

] < w0 0N~ D
g WY v W W e} |
N NN N
£ oA 15

4448

e

(4448

912d

454
€1CX

€0CA

LSV

SSPT
asies
€571

TS%1

v6€T

T6EX

8LEN

S.LeN

0LEY

@ 00000 o

GGeT

1291

> e
i

8T9A

TT9A

%094

8691

OO & oo

€6ST

T6SA

L8SH

58Sh

€8SH

T893
0891

8.3S

i

Q@D © O 9909009099090 9000990909099 0%090
5
2

899K
L9SS

$954
¥9sA

>

SYSH

0 8694

o

8890

1891

0994

E€Y91
[420))

0%9H

000000i‘00000

NAD(+) hydrolase SARM1

e Molecule 1

13%

23%

64%

24%

Chain G

Ao

]
=3
el
.>

S0TT

o
o
—
=)

oo
)
=

160

SG6A

6.1

9.1

@ o o o w0
© = K~ ~
P BV X} <

COPOPPPPPPPO 900000 oo

~
©Q
s

OO PPPPPP P00 P00 0 0000090090909 9099090909909909099909992999999999%999%99%9%9%99 9

06TH

L8T1

98TV
¥81A

0811

LL1d

SLTH

OO V0090900000 o

€LTH
cLIY
TL1T
0LIN

L9TA

LSTH

[4] %

PAAN]
ovTH

< 0o o

3

(449
1544
0%1L

6€Td
8ETT

vETD
€ETT

0gTI

SGET

6%€T

Seed

€eeT

El

60€Y

€0€7T

€621
26cl

v.LTA

TL2D

¥9cd

6524

LST1
962d
SG2d
¥5¢1
€GCM
8¥%eH
444"
Tvea
2eel
912H
ST120
1414
€1CX
€0CA

€614

LS

¥Sva
€SPL

TS%1
{44t

9EVD
SEYHE

€evd

[G14729
8T¥i
LT%S

144728

T2yl
(47
6TVL
8170

91vd

(457

0T¥%d
60%A
80%s
SOVI

TO%A

0 00%d

v6eT1
T6EN
8LENA
SLEN

0LeY

@ 000000 o

0¥SL
6€5T

LESY

YESH

TEST
0ESH

1290
92sa

€291
zesh

8TSA
STS7T
[45:t:S

605D
8050

S0§7T

3

TOSA

i

6674
8674
1674
96%d

¥6v1
€675

T6%1

i

0 1291

8T9A

TT9A

7093

8691

ha s o B 4 o & 2 4

€651

T6SA

L8SH

5850

€8SH

T894
0891

8.3S

L9898

§9S4
79sA

>

SPSH

(414

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-11187, 6ZFX

wwPDB EM Validation Summary Report

Page 17

0 8694

P

8890

3

7891

a2

™
N
&
13%

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
“
! ¢
M ¢
! ¢
¢ ¢
4 ¢
! ¢
4 o
! ¢
. :
¢ ¢
0 699d 0
“ 1991 < “
¢ o 7
999d ¢
¢ ¢
0 993
M ¢
M ¢
0 0994 0
¢ :
$ ¢
= ¢
. = ’
mnn ¢
: = ¢
0 €791 % 0
zH90 S X ¢
Lo 3 4 ¢
0p9H umd M
: = :
] E “
A =
“ ze9a < J “
“ €90 Z, “
¢ oo — ¢
¢ soox < B ¢
¢ SR-= ¢
¢ < ¢
: =z :
¢ ° O ¢

<>

COPPPPPPPS V00000 oo

€611

06TH

1811

S8TV
¥8TA

08TT

LL1d

SLTH

OO V00000000 o

ELTH
TLTY
TLTT

AR

e

(4729
TPTH
07Tl

6ETHT

o <
M o
-
A o

0211
G

oo

GSEI
6%€T

Seed

€€eT

OO0 o

6S¥S
8G¥)
LST

¥Sva
E€GYL

TSYT
a4

9etd
SEVE

€EV

6CVA
8T¥i
L3S

24748

1147488
0ZvM
6T7L
E154)

91vd

(4573

0T¥d
607N
80%S
SOPI

TOvA

0 00va

v6eT

T6e3

8LEA

SLeN

0LeY

(4414
0%SL
6€ST
8€SI
YESH
T€ST
0ESH

pRaci)
92sa

€291
[44:1]

8TSA
S1ST
(g5t

605D
8050

S0ST

€084

i

QD © O 9909009099099 PP0P9099090900%0%090

TO0SK
00sb
6674
8674
1674
96%d

7671
£67S

1671
06%M

18%1

1871

8LYN
LLYY
9.vd

99v4

S9PY
st

TovI

>
}

1291

8T9A

T19A

%094

< <@

0 8691
4

€6ST

T6SA

L8SH

58Sh

€8SH

T893
0891

8.SS

899K
L9SS

S954
%93

>

SYSH

0 8694

o

8890

1891

o )
~ ~
© ©
o =

CLON

o S ~ 0 O
© © © © © ©
© © © © © ©
129 M| = a3 A

E€Y91
[420)

0%9H

@ - o
N M M
© © ©
o o A

8C9%

OO0 OOOOOOS

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



Page 18

wwPDB EM Validation Summary Report

EMD-11187, 6ZFX

4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor

Imposed symmetry POINT, Not provided

Number of particles used 145000 Depositor

Resolution determination method | FSC 0.143 CUT-OFF Depositor

CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION

Microscope FEI TITAN KRIOS Depositor

Voltage (kV) 300 Depositor

Electron dose (e~ /Az) 50, 50 Depositor

Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification Not provided

Image detector GATAN K2 SUMMIT (4k x 4k), GATAN K2 | Depositor
SUMMIT (4k x 4k)

Maximum map value 0.645 Depositor

Minimum map value -0.213 Depositor

Average map value 0.002 Depositor

Map value standard deviation 0.024 Depositor

Recommended contour level 0.1 Depositor

Map size (A) 289.45, 289.45, 289.45 wwPDB

Map dimensions 350, 350, 350 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 0.827, 0.827, 0.827 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:
SIN

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 | pyigy 7] =5 | RMSZ #4|Z| >5
1 A 0.57 0/5041 1.40 33/6816 (0.5%)
1 B 0.57 0/5041 1.39 32/6816 (0.5%)
1 C 0.56 0/5041 1.39 30/6816 (0.4%)
1 D 0.56 0/5041 1.39 34/6816 (0.5%)
1 E 0.57 0/5041 1.40 34/6816 (0.5%)
1 F 0.57 0/5041 1.39 32/6816 (0.5%)
1 G 0.57 0/5041 1.39 32/6816 (0.5%)
1 H 0.57 0/5041 1.39 34/6816 (0.5%)
All All 0.57 | 0/40328 | 1.40 | 261/54528 (0.5%)

There are no bond length outliers.

The worst 5 of 261 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
1 A 462 | THR | CA-CB-OG1 | -12.71 90.54 109.60
1 B 462 | THR | CA-CB-OG1 | -12.70 90.56 109.60
1 E 462 | THR | CA-CB-OG1 | -12.68 90.58 109.60
1 H 462 | THR | CA-CB-OG1 | -12.68 90.58 109.60
1 F 462 | THR | CA-CB-OG1 | -12.67 90.59 109.60

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.
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 4959 0 5024 117 0
1 B 4959 0 5024 116 0
1 C 4959 0 5024 116 0
1 D 4959 0 5024 114 0
1 E 4959 0 5024 114 0
1 F 4959 0 5024 114 0
1 G 4959 0 5024 113 0
1 H 4959 0 5024 112 0
2 A 23 0 0 0 0
2 B 23 0 0 0 0
2 C 23 0 0 0 0
2 D 23 0 0 0 0
2 E 23 0 0 0 0
2 F 23 0 0 0 0
2 G 23 0 0 0 0
2 H 23 0 0 0 0
All All 39856 0 40192 854 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 11.

The worst 5 of 854 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:H:213:TYR:HE1 | 1:H:216:ARG:HH21 1.21 0.88
1:G:213:TYR:HEL1 | 1:G:216:ARG:HH21 1.21 0.88
1:B:213:TYR:HE1 | 1:B:216:ARG:HH21 1.21 0.88
1:A:213:TYR:HE1 | 1:A:216:ARG:HH21 1.22 0.88
1:C:213:TYR:HE1 | 1:C:216:ARG:HH21 1.21 0.88

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

There are no protein backbone outliers to report in this entry.

5.3.2 Protein sidechains (1)

There are no protein residues with a non-rotameric sidechain to report in this entry.
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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.

5.6 Ligand geometry (i)

16 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).

Mol | Type | Chain | Res | Link Count?orfl{(li\/IlSeZn gt%}él]SZ | > 2 CountsBorPl{(li\/[gIZIgle%Z | > 2
2 SIN H 801 1 9,11,11 | 0.64 0 10,11,11 | 1.84 2 (20%)
2 SIN A 801 1 9,11,11 | 0.64 0 10,11,11 | 1.85 2 (20%)
2 SIN G 801 1 9,11,11 | 0.64 0 10,11,11 | 1.86 2 (20%)
2 | SIN D | 801| 1 [911,11] 0.64 0 10,11,11 | 1.85 | 2 (20%)
2 SIN D 802 1 9,10,11 | 0.66 0 8,10,11 1.20 1 (12%)
2 SIN G 802 1 9,10,11 | 0.65 0 8,10,11 1.20 1 (12%)
2 SIN H 802 1 9,10,11 | 0.65 0 8,10,11 1.18 1 (12%)
2 S1IN E 801 1 9,11,11 | 0.64 0 10,11,11 | 1.85 2 (20%)
2 SIN F 801 1 9,11,11 | 0.65 0 10,11,11 | 1.85 2 (20%)
2 SIN F 802 1 9,10,11 | 0.66 0 8,10,11 1.19 1 (12%)
2 S1IN B 801 1 9,11,11 | 0.65 0 10,11,11 | 1.85 2 (20%)
2 SIN C 802 1 ]910,11| 0.67 0 8,10,11 | 1.22 | 1 (12%)
2 SIN B 802 1 9,10,11 | 0.67 0 8,10,11 1.22 1 (12%)
2 SIN B 802 1 9,10,11 | 0.66 0 8,10,11 1.19 1 (12%)

grbDe
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. . Bond lengths Bond angles

Mol | Type | Chain | Res | Link [ o RMSZ | #]2] > 2 | Counts | RMSZ | #]2] > 2

SIN A [802] 1 [91011] 065 0 8,10,11 | 1.20 | 1 (12%)

SIN C 801 1 911,11 | 0.65 0 10,11,11 1.86 2 (20%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions | Rings
2 SIN H 801 1 - 4/10/10/10 -

2 S1IN A 801 1 - 4/10/10/10 -
2 SIN G 801 1 - 4/10/10/10 -
2 SIN D 801 1 - 4/10/10/10 -
2 SIN D 802 1 - 1/9/9/10 -
2 SIN G 802 1 - 1/9/9/10 -
2 S1IN H 802 1 - 1/9/9/10 -
2 SIN E 801 1 - 4/10/10/10 -
2 S1N F 801 1 - 4/10/10/10 -
2 SIN F 802 1 - 1/9/9/10 -
2 SIN B 801 1 - 4/10/10/10 -
2 SIN C 802 1 - 1/9/9/10 -
2 SIN E 802 1 - 1/9/9/10 -
2 SIN B 802 1 - 1/9/9/10 -
2 SIN A 802 1 - 1/9/9/10 -
2 S1IN C 801 1 - 4/10/10/10 -
There are no bond length outliers.
The worst 5 of 24 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
2 D 801 | SIN | C1-C2-C3 | 4.67 123.33 115.23
2 G 801 | SIN | C1-C2-C3 | 4.67 123.33 115.23
2 B 801 | SIN | C1-C2-C3 | 4.65 123.30 115.23
2 F 801 | SIN | C1-C2-C3 | 4.65 123.30 115.23
2 C 801 | SIN | C1-C2-C3 | 4.65 123.30 115.23

There are no chirality outliers.

5 of 40 torsion outliers are listed below:
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Mol | Chain | Res | Type Atoms

801 | SIN | C2-C3-C4-C5
801 | SIN | C2-C3-C4-C5
801 | SIN | C2-C3-C4-C5
801 | SIN | C2-C3-C4-C5
801 | SIN | C2-C3-C4-C5

2o o[ b b O
| D] Q| W] =

There are no ring outliers.

No monomer is involved in short contacts.

5.7 Other polymers (i)

There are no such residues in this entry.

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-11187. 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: 175 Y Index: 175 7 Index: 175
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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: 145 Y Index: 145 7 Index: 169

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.

(3)
‘c
U-
L
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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#orthogonal_views
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7 Map analysis (i)

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
level 0.1

Voxel count (logl0)
o
i

T T
-0.2 0.0 0.2 0.4 0.6
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.
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7.2  Volume estimate (i)

Volume estimate

25000 -+

20000 -+
£ 15000 A
= — \olume
v Recommended contour
g level 0.1
£ 10000

5000 4
D T T I I

I
-0.2 0.0 0.2 0.4 0.6
Contour level

The volume at the recommended contour level is 261 nm?; this corresponds to an approximate
mass of 235 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

Page 29 wwPDB EM Validation Summary Report EMD-11187, 6ZFX

7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

—— Primary map RAPS
Reported resolution
2.88 A

Intensity (logl0)

0.0 0.1 0.2 0.3 0.4 0.5 0.6
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.347 A1
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8 Fourier-Shell correlation (i)

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

This section contains information regarding the fit between EMDB map EMD-11187 and PDB
model 6ZFX. Per-residue inclusion information can be found in section 3 on page 12.

9.1 Map-model overlay (i)

This section was not generated.

9.2 Q-score mapped to coordinate model (i)

1.0

0.0
W <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)
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_fit
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#qscore_mapped_model
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#ai_mapped_model
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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 (0.1).

9.4 Atom inclusion (i)
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At the recommended contour level, 74% of all backbone atoms, 62% 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 (0.1) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All B 0.6170 . 0.3680
A B 0.6160 . 0.3680
B e 0.6190 . 0.3680
C  0.6160 . 0.3680
D w 0.6190 . (0.3680
E B 0.6160 . 0.3670
F B 0.6190 . 0.3690
G B 0.6160 . 0.3680
H B 0.6190 . 0.3690
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