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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 (i) 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.dev43
MolProbity : 4.02b-467
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : 1.9.9
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.31.2


https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#references

Page 2

wwPDB EM Validation Summary Report

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 18.00 A.

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

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

Metric
Clashscore
Ramachandran outliers IS
Sidechain outliers IEN|

RNA backbone

Worse

Percentile Ranks Value

0 Percentile relative to all structures

[ Percentile relative to all EM structures

- 37

D 1.2%
D 7.1%
T 0.00

Better

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 158937 4297
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826
RNA backbone 4643 859

EMD-2205, 4BBL

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
9%
_ I
1 A 499 40% 38% 5% 17%
9%
_ I
1 B 499 39% 36% 5% 20%
9%
_ I
1 C 499 38% 39% 5% 17%
T1%
_ I
1 D 499 38% 39% 5% 17%
9%
_ I
1 E 499 38% 39% 5% 17%
11%
_ I
1 F 499 39% 39% 5% 17%
10%
1 G 499 39% 39% 5% 17%

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

Mol | Chain | Length Quality of chain
5%
I
39% 38% 5% 17%
1 H 499
10%
[—
1 I 499 39% 39% 5% 17%
9%
[—
1 J 499 39% 39% 5% 17%
0%
[—
39% 38% 5% 17%
1 K 499
9%
—
39% 39% 5% 17%
1 L 499
9%
[—
39% 39% 5% 17%
1 M 499
10%
[—
39% 38% 5% 17%
1 N 499
10%
[—
1 O 499 39% 39% 5% 17%
1%
I
39% 39% 5% 17%
1 P 499
10%
I
1 Q 499 39% 39% 5% 17%
2%
I
1 R 499 39% 39% 5% 17%
10%
I
1 S 499 39% 39% 5% 17%
9%
[—
1 T 499 39% 38% 5% 17%
10%
[—
1 U 499 39% 38% 5% 17%
8%
[—
1 Vv 499 39% 38% 5% 17%
1%
[—
1 W 499 39% 36% 5% 20%
9%
—
41% 37% 5% 17%
1 X 499
28%
T ——
2 Y 308 85% 15%
26%
T —
2 Z 308 85% 15%
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2 Entry composition (i)

There are 2 unique types of molecules in this entry. The entry contains 78901 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 NUCLEOPROTEIN.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 414 3272 2031 608 608 25 0 0

Total C N O S
1 B 399 3151 1954 586 586 25 0 0

Total C N O S
1 C 414 3272 2031 608 608 25 0 0

Total C N O S
1 D 414 3272 2031 608 608 25 0 0

Total C N O S
1 2 414 3272 2031 608 608 25 0 0

Total C N O S
1 K 414 3272 2031 608 608 25 0 0

Total C N O S
1 G 414 3272 2031 608 608 25 0 0

Total C N O S
1 H 414 3979 2031 608 G608 25 0 0

Total C N O S
1 I 414 3272 2031 608 608 25 0 0

Total C N O S
1 J 414 3272 2031 608 608 25 0 0

Total C N O S
1 K 414 3272 2031 608 608 25 0 0

Total C N O S
1 L 414 3272 2031 608 608 25 0 0

Total C N O S
1 M 414 3272 2031 608 608 25 0 0

Total C N O S
1 N 414 3272 2031 608 608 25 0 0

Total C N O S
1 0 414 3272 2031 608 608 25 0 0

Total C N O S
1 P 414 3272 2031 608 608 25 0 0

Total C N O S
1 Q 414 3272 2031 608 608 25 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1 R 414 ?5?31 2(%1 61(\)IS 688 2S5 0 0
1 S 414 53?31 2(%1 61(\)IS 688 2S5 0 0
1 T 414 rlz;gt?zl 2(%1 61(\)I8 688 285 0 0
! v 414 rl:;gtgl 2(?31 61(\)I7 6(58 285 0 0
1 v 414 1?:(2)%1 2(?31 61(\)IS 6(58 285 0 0
L w 399 1;;;1 19C54 51;6 5(8)6 285 0 0
! X 414 1?:(2);31 2(%1 61(\)IS 6(88 285 0 0

There are 312 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
A 499 LEU - expression tag | UNP P15682
A 500 GLU - expression tag | UNP P15682
A 501 HIS - expression tag | UNP P15682
A 502 HIS - expression tag | UNP P15682
A 503 HIS - expression tag | UNP P15682
A 504 HIS - expression tag | UNP P15682
A 505 HIS - expression tag | UNP P15682
A 506 HIS - expression tag | UNP P15682
A 34 ASP GLY conflict UNP P15682
A 105 ARG MET conflict UNP P15682
A 237 THR ALA conflict UNP P15682
A 283 SER PRO conflict UNP P15682
A 472 THR ALA conflict UNP P15682
B 499 LEU - expression tag | UNP P15682
B 500 GLU - expression tag | UNP P15682
B 501 HIS - expression tag | UNP P15682
B 502 HIS - expression tag | UNP P15682
B 503 HIS - expression tag | UNP P15682
B 504 HIS - expression tag | UNP P15682
B 505 HIS - expression tag | UNP P15682
B 506 HIS - expression tag | UNP P15682
B 34 ASP GLY conflict UNP P15682
B 105 ARG MET conflict UNP P15682
B 237 THR ALA conflict UNP P15682
B 283 SER PRO conflict UNP P15682

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

Chain | Residue | Modelled | Actual | Comment Reference
B 472 THR ALA conflict UNP P15682
C 499 LEU - expression tag | UNP P15682
C 500 GLU - expression tag | UNP P15682
C 501 HIS - expression tag | UNP P15682
C 502 HIS - expression tag | UNP P15682
C 503 HIS - expression tag | UNP P15682
C 504 HIS - expression tag | UNP P15682
C 505 HIS - expression tag | UNP P15682
C 506 HIS - expression tag | UNP P15682
C 34 ASP GLY conflict UNP P15682
C 105 ARG MET conflict UNP P15682
C 237 THR ALA conflict UNP P15682
C 283 SER PRO conflict UNP P15682
C 472 THR ALA conflict UNP P15682
D 499 LEU - expression tag | UNP P15682
D 500 GLU - expression tag | UNP P15682
D 501 HIS - expression tag | UNP P15682
D 502 HIS - expression tag | UNP P15682
D 503 HIS - expression tag | UNP P15682
D 504 HIS - expression tag | UNP P15682
D 505 HIS - expression tag | UNP P15682
D 506 HIS - expression tag | UNP P15682
D 34 ASP GLY conflict UNP P15682
D 105 ARG MET conflict UNP P15682
D 237 THR ALA conflict UNP P15682
D 283 SER PRO conflict UNP P15682
D 472 THR ALA conflict UNP P15682
E 499 LEU - expression tag | UNP P15682
E 500 GLU - expression tag | UNP P15682
E 501 HIS - expression tag | UNP P15682
E 502 HIS - expression tag | UNP P15682
E 503 HIS - expression tag | UNP P15682
E 504 HIS - expression tag | UNP P15682
E 505 HIS - expression tag | UNP P15682
E 506 HIS - expression tag | UNP P15682
E 34 ASP GLY conflict UNP P15682
E 105 ARG MET conflict UNP P15682
E 237 THR ALA conflict UNP P15682
E 283 SER PRO conflict UNP P15682
E 472 THR ALA conflict UNP P15682
F 499 LEU - expression tag | UNP P15682
F 500 GLU - expression tag | UNP P15682

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

Chain | Residue | Modelled | Actual | Comment Reference
F 501 HIS - expression tag | UNP P15682
F 502 HIS - expression tag | UNP P15682
F 503 HIS - expression tag | UNP P15682
F 504 HIS - expression tag | UNP P15682
F 505 HIS - expression tag | UNP P15682
F 506 HIS - expression tag | UNP P15682
F 34 ASP GLY conflict UNP P15682
F 105 ARG MET conflict UNP P15682
F 237 THR ALA conflict UNP P15682
F 283 SER PRO conflict UNP P15682
F 472 THR ALA conflict UNP P15682
G 499 LEU - expression tag | UNP P15682
G 500 GLU - expression tag | UNP P15682
G 501 HIS - expression tag | UNP P15682
G 502 HIS - expression tag | UNP P15682
G 503 HIS - expression tag | UNP P15682
G 504 HIS - expression tag | UNP P15682
G 505 HIS - expression tag | UNP P15682
G 506 HIS - expression tag | UNP P15682
G 34 ASP GLY conflict UNP P15682
G 105 ARG MET conflict UNP P15682
G 237 THR ALA conflict UNP P15682
G 283 SER PRO conflict UNP P15682
G 472 THR ALA conflict UNP P15682
H 499 LEU - expression tag | UNP P15682
H 500 GLU - expression tag | UNP P15682
H 501 HIS - expression tag | UNP P15682
H 502 HIS - expression tag | UNP P15682
H 503 HIS - expression tag | UNP P15682
H 004 HIS - expression tag | UNP P15682
H 505 HIS - expression tag | UNP P15682
H 506 HIS - expression tag | UNP P15682
H 34 ASP GLY conflict UNP P15682
H 105 ARG MET conflict UNP P15682
H 237 THR ALA conflict UNP P15682
H 283 SER PRO conflict UNP P15682
H 472 THR ALA conflict UNP P15682
I 499 LEU - expression tag | UNP P15682
I 500 GLU - expression tag | UNP P15682
I 501 HIS - expression tag | UNP P15682
I 502 HIS - expression tag | UNP P15682
I 503 HIS - expression tag | UNP P15682

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

Chain | Residue | Modelled | Actual | Comment Reference
I 504 HIS - expression tag | UNP P15682
I 505 HIS - expression tag | UNP P15682
I 506 HIS - expression tag | UNP P15682
I 34 ASP GLY conflict UNP P15682
I 105 ARG MET conflict UNP P15682
I 237 THR ALA conflict UNP P15682
I 283 SER PRO conflict UNP P15682
I 472 THR ALA conflict UNP P15682
J 499 LEU - expression tag | UNP P15682
J 500 GLU - expression tag | UNP P15682
J 501 HIS - expression tag | UNP P15682
J 502 HIS - expression tag | UNP P15682
J 503 HIS - expression tag | UNP P15682
J 504 HIS - expression tag | UNP P15682
J 505 HIS - expression tag | UNP P15682
J 506 HIS - expression tag | UNP P15682
J 34 ASP GLY conflict UNP P15682
J 105 ARG MET conflict UNP P15682
J 237 THR ALA conflict UNP P15682
J 283 SER PRO conflict UNP P15682
J 472 THR ALA conflict UNP P15682
K 499 LEU - expression tag | UNP P15682
K 500 GLU - expression tag | UNP P15682
K 501 HIS - expression tag | UNP P15682
K 502 HIS - expression tag | UNP P15682
K 503 HIS - expression tag | UNP P15682
K 504 HIS - expression tag | UNP P15682
K 505 HIS - expression tag | UNP P15682
K 506 HIS - expression tag | UNP P15682
K 34 ASP GLY conflict UNP P15682
K 105 ARG MET conflict UNP P15682
K 237 THR ALA conflict UNP P15682
K 283 SER PRO conflict UNP P15682
K 472 THR ALA conflict UNP P15682
L 499 LEU - expression tag | UNP P15682
L 500 GLU - expression tag | UNP P15682
L 501 HIS - expression tag | UNP P15682
L 502 HIS - expression tag | UNP P15682
L 003 HIS - expression tag | UNP P15682
L 504 HIS - expression tag | UNP P15682
L 505 HIS - expression tag | UNP P15682
L 506 HIS - expression tag | UNP P15682

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

Chain | Residue | Modelled | Actual | Comment Reference
L 34 ASP GLY conflict UNP P15682
L 105 ARG MET conflict UNP P15682
L 237 THR ALA conflict UNP P15682
L 283 SER PRO conflict UNP P15682
L 472 THR ALA conflict UNP P15682
M 499 LEU - expression tag | UNP P15682
M 500 GLU - expression tag | UNP P15682
M 501 HIS - expression tag | UNP P15682
M 502 HIS - expression tag | UNP P15682
M 503 HIS - expression tag | UNP P15682
M 504 HIS - expression tag | UNP P15682
M 505 HIS - expression tag | UNP P15682
M 506 HIS - expression tag | UNP P15682
M 34 ASP GLY conflict UNP P15682
M 105 ARG MET conflict UNP P15682
M 237 THR ALA conflict UNP P15682
M 283 SER PRO conflict UNP P15682
M 472 THR ALA conflict UNP P15682
N 499 LEU - expression tag | UNP P15682
N 500 GLU - expression tag | UNP P15682
N 501 HIS - expression tag | UNP P15682
N 502 HIS - expression tag | UNP P15682
N 503 HIS - expression tag | UNP P15682
N 504 HIS - expression tag | UNP P15682
N 505 HIS - expression tag | UNP P15682
N 506 HIS - expression tag | UNP P15682
N 34 ASP GLY conflict UNP P15682
N 105 ARG MET conflict UNP P15682
N 237 THR ALA conflict UNP P15682
N 283 SER PRO conflict UNP P15682
N 472 THR ALA conflict UNP P15682
O 499 LEU - expression tag | UNP P15682
O 500 GLU - expression tag | UNP P15682
O 501 HIS - expression tag | UNP P15682
O 502 HIS - expression tag | UNP P15682
O 503 HIS - expression tag | UNP P15682
O 504 HIS - expression tag | UNP P15682
O 505 HIS - expression tag | UNP P15682
@) 506 HIS - expression tag | UNP P15682
O 34 ASP GLY conflict UNP P15682
O 105 ARG MET conflict UNP P15682
O 237 THR ALA conflict UNP P15682

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

Chain | Residue | Modelled | Actual | Comment Reference
O 283 SER PRO conflict UNP P15682
O 472 THR ALA conflict UNP P15682
P 499 LEU - expression tag | UNP P15682
P 500 GLU - expression tag | UNP P15682
P 501 HIS - expression tag | UNP P15682
P 502 HIS - expression tag | UNP P15682
P 503 HIS - expression tag | UNP P15682
P 504 HIS - expression tag | UNP P15682
P 505 HIS - expression tag | UNP P15682
P 506 HIS - expression tag | UNP P15682
P 34 ASP GLY conflict UNP P15682
P 105 ARG MET conflict UNP P15682
P 237 THR ALA conflict UNP P15682
P 283 SER PRO conflict UNP P15682
P 472 THR ALA conflict UNP P15682
Q 499 LEU - expression tag | UNP P15682
Q 500 GLU - expression tag | UNP P15682
Q 501 HIS - expression tag | UNP P15682
Q 502 HIS - expression tag | UNP P15682
Q 503 HIS - expression tag | UNP P15682
Q 504 HIS - expression tag | UNP P15682
Q 505 HIS - expression tag | UNP P15682
Q 506 HIS - expression tag | UNP P15682
Q 34 ASP GLY conflict UNP P15682
Q 105 ARG MET conflict UNP P15682
Q 237 THR ALA conflict UNP P15682
Q 283 SER PRO conflict UNP P15682
Q 472 THR ALA conflict UNP P15682
R 499 LEU - expression tag | UNP P15682
R 500 GLU - expression tag | UNP P15682
R 501 HIS - expression tag | UNP P15682
R 502 HIS - expression tag | UNP P15682
R 503 HIS - expression tag | UNP P15682
R 504 HIS - expression tag | UNP P15682
R 505 HIS - expression tag | UNP P15682
R 506 HIS - expression tag | UNP P15682
R 34 ASP GLY conflict UNP P15682
R 105 ARG MET conflict UNP P15682
R 237 THR ALA conflict UNP P15682
R 283 SER PRO conflict UNP P15682
R 472 THR ALA conflict UNP P15682
S 499 LEU - expression tag | UNP P15682

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

Chain | Residue | Modelled | Actual | Comment Reference
S 500 GLU - expression tag | UNP P15682
S 501 HIS - expression tag | UNP P15682
S 502 HIS - expression tag | UNP P15682
S 503 HIS - expression tag | UNP P15682
S 504 HIS - expression tag | UNP P15682
S 505 HIS - expression tag | UNP P15682
S 506 HIS - expression tag | UNP P15682
S 34 ASP GLY conflict UNP P15682
S 105 ARG MET conflict UNP P15682
S 237 THR ALA conflict UNP P15682
S 283 SER PRO conflict UNP P15682
S 472 THR ALA conflict UNP P15682
T 499 LEU - expression tag | UNP P15682
T 500 GLU - expression tag | UNP P15682
T 501 HIS - expression tag | UNP P15682
T 502 HIS - expression tag | UNP P15682
T 503 HIS - expression tag | UNP P15682
T 504 HIS - expression tag | UNP P15682
T 505 HIS - expression tag | UNP P15682
T 506 HIS - expression tag | UNP P15682
T 34 ASP GLY conflict UNP P15682
T 105 ARG MET conflict UNP P15682
T 237 THR ALA conflict UNP P15682
T 283 SER PRO conflict UNP P15682
T 472 THR ALA conflict UNP P15682
U 499 LEU - expression tag | UNP P15682
U 500 GLU - expression tag | UNP P15682
U 501 HIS - expression tag | UNP P15682
U 502 HIS - expression tag | UNP P15682
U 503 HIS - expression tag | UNP P15682
U 504 HIS - expression tag | UNP P15682
U 505 HIS - expression tag | UNP P15682
U 506 HIS - expression tag | UNP P15682
U 34 ASP GLY conflict UNP P15682
U 105 ARG MET conflict UNP P15682
U 237 THR ALA conflict UNP P15682
U 283 SER PRO conflict UNP P15682
U 472 THR ALA conflict UNP P15682
\Y 499 LEU - expression tag | UNP P15682
\Y 500 GLU - expression tag | UNP P15682
\Y 501 HIS - expression tag | UNP P15682
\Y 502 HIS - expression tag | UNP P15682

Continued on next page...



Page 12

wwPDB EM Validation Summary Report

EMD-2205, 4BBL

Continued from previous page...

Chain | Residue | Modelled | Actual | Comment Reference
\Y 503 HIS - expression tag | UNP P15682
\Y 504 HIS - expression tag | UNP P15682
\Y 505 HIS - expression tag | UNP P15682
\Y 506 HIS - expression tag | UNP P15682
\Y 34 ASP GLY conflict UNP P15682
\Y 105 ARG MET conflict UNP P15682
\Y 237 THR ALA conflict UNP P15682
\Y 283 SER PRO conflict UNP P15682
\Y 472 THR ALA conflict UNP P15682
W 499 LEU - expression tag | UNP P15682
W 500 GLU - expression tag | UNP P15682
W 501 HIS - expression tag | UNP P15682
W 502 HIS - expression tag | UNP P15682
W 503 HIS - expression tag | UNP P15682
W 504 HIS - expression tag | UNP P15682
W 505 HIS - expression tag | UNP P15682
W 506 HIS - expression tag | UNP P15682
W 34 ASP GLY conflict UNP P15682
W 105 ARG MET conflict UNP P15682
W 237 THR ALA conflict UNP P15682
W 283 SER PRO conflict UNP P15682
W 472 THR ALA conflict UNP P15682
X 499 LEU - expression tag | UNP P15682
X 500 GLU - expression tag | UNP P15682
X 501 HIS - expression tag | UNP P15682
X 502 HIS - expression tag | UNP P15682
X 503 HIS - expression tag | UNP P15682
X 504 HIS - expression tag | UNP P15682
X 505 HIS - expression tag | UNP P15682
X 506 HIS - expression tag | UNP P15682
X 34 ASP GLY conflict UNP P15682
X 105 ARG MET conflict UNP P15682
X 237 THR ALA conflict UNP P15682
X 283 SER PRO conflict UNP P15682
X 472 THR ALA conflict UNP P15682
e Molecule 2 is a RNA chain called RNA.

Mol | Chain | Residues Atoms AltConf | Trace

Total P

2 Y 308 208 308 0 308
Total P

2 Z 308 208 308 0 308
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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: NUCLEOPROTEIN
9%
Chain A: — 40% 38% 5% 17%

~ o o
o ] N
= = ~

<>

A27

L447
A451
V456
V463
F464
T472
S473

<+ ~ o
= ~ =
< < <
a A 5

E484
|
Y487

e Molecule 1: NUCLEOPROTEIN
9%
Chain B: r— 39% 36% 5% 20%

= o ENo© I~ [} - < wlon~ 0o ol ~ — 3] 0 © N 0 O HANMY I ON 0 O
I N o S 9] o Nl e I & & [re) [t} [T RToTs) ©©©©OOQYYOO O
= = ~o< = £ (=%} O MR = (SR =] & m A Ho NAHHMEMXSE>A 0

S50

WO RLDWIDE

er

PROTEIN DATA BANK


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

EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 14

B6ETM

LETH

YETL
€ETT

Le1a
921D

YCIN
€TTV
[441:]
T21d

3

0 L1714

9111

0 !

0 €T

0.
6011
8011

[=3
=3
=
=

664

864
L6A

Lo o 4 o o d

26l

L 4

TL4

>

861X

6STH

SSTA
7811

TSTL
0STY

VTV

€VTT

zecd

oged

yRaa’s

44\
€2T0

1144

61CA

0 €LeL
0 zLed
S
0 0LEN

693
0 89EN
0 L9€S

S9€T

6GES

1

¥9ed
€9EA
CTSEA

0SEL

LeEY

zceey

YCEH

cced

0zed

8T€d

91€1
STET

(598

>
COPPPPPO 9090090000 OOOS

T1€D
80gb

v0ed
€0ed
20ea

8621
L6TS
96CK
S62D

98EM

£8€S

9LES
S.ed

6874

L8VK
98%S

v8vd

~
~
<+
[

Z
=
=
O
oat
[al
O
=
El O
=
z.

8S¥d

e Molecule 1

9G¥%A

70
LY%1

Riace

17%

5%

39%

38%

t")-to
N N
@

9%

Chain C

09s

8sb
LSI
991
it

L e s e

i)

[} - <
N ¥} e
= £ (=]

~
]
<

—
o
=

LETH

PeTL
€ETT

L21a
921D

PCIN
raa
[441i]
114%:¢

3

0 2174

9TTI

0 11d

€T

> oo

60TI
8071

L 4
o
o0
12

TLd

L 2 4

6614

EidA

€Y1

6,20

Lred

CLCH

0Lz
6928

9921

%921
€92V

1924

[4:14cs

6%2D

iga:

Pizac
(474

BETA
8ETH

o€y
SeTh

€ETY
CeTL
T€2h
0€Td

prass

j£44\
€22

j144:S

6T1CA

L9€S

S9€T

6GES

1

vsed
€SEN
CGEN

0GEL

80¥I
L0YS

SOvd

£6€D

T6€4

COPPOPPPO 000000000000

68€Y
88€1

98EM

v8ed
€8€S

9.€8
GLe9

0 €LEL
0 zLed
¢ v
0 0LEN

69€d

0 89€EN

6874

L8VA
98YS

78va

6.L%d

LL%d

Y.Llvd
eL¥S
cLYL

Tovd
09%D

8S¥d

9S¥A

TSPV

LYPT

evva

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 15

NUCLEOPROTEIN

e Molecule 1

17%

5%

39%

38%

oo ~
3] IS
B ~ o<

11%

Chain D

SGY

TSa
0SS

Ly1

OO OooO

-
™
4

)
N
=

—
o
=

6ETM
LETW

PeETL
€ETT

prax
921D

YTIN
€CTY
(441}
T2Td

0 1174

9TTI

0 B11d
0 1T

60TI
80T1

o
o
=
=

664

864
LBA

{40

L 4

282D

612D

CTLCH

0L2A
69CS

9921

7921
€92V

924
092V
6521
8524
921

9520

[4stacs

6¥%2H

g4

€¥cy
{4448

6ECTA
8ETW

el
SeTh

€ETY

TETL

1144

S9€T

6GES

1

¥sed
€9EA
CTSEA

0SEL

Leey

ceey

j£43:

ceed

0zed

0 81ed

91€1

i

S8CA

61%d
8T¥T
LTPN

STPd
14578
€TvS

(452
TI%L
0T¥%d

> S

80%1
L0%S

S0%h

€6€D

Teced

e o o B 4 B o e a sl

68¢Y

98eM

L B 2 2 2 2 2 2 4
I :
2

6874

L8%A
98%S

78va

6.7d

~
~
<+
[

7ovd
£9%A

—
g
&

09%D

85¥d

9S¥A

TSvY

i

LY91

R4t

NUCLEOPROTEIN

e Molecule 1

17%

5%

39%

38%

o o
3] N
= o

9%

Chain E

L 2 2 2

19T
09s

8sh
LSI
941
9G4

@ &

< 0 N~ oo
M 0 o0 om
=] -

o) -
N ™
=4 4

~
]
<

—
o
=

YETL
€ETT

< <

6071
8011

00TA
664

864
LBA

L o & o

6L

L

TL4

>

¢

86TH
LBTI
96T

2673

68T
88TL

S8T1D
78TA
€8TA
081D

9.18
SL14

€L1d
TLTT
TLIL
0L18
691D
8910
L9TH
9911

E€9TH

T91d

65T

LSTL

SSTA
7511

TSTL
0STYd

i

€VTT

LETH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 16

LTTH

(448
€220

1144

61CK

6S€S

1

v5ed
€5EN
TSEN

0S€EL

oved
Sgves
vves
even
Thed

0vea

OO & 0O G000

£6€D

T6€YH

68€Y

98EM

€8€S

9.L€8
S.ed

0 €LeL
0 TLed
¢ e

¢ on
69€d

0 89EN
0 L9€8

G9€T

6874

L8VA
98%S

787

1

6,74

LL%d

Y.Lvd
€LVS
CTLYL

Yovd

NUCLEOPROTEIN

11%

e Molecule 1

17%
o
IS

5%

39%

39%

o
ITE S
= o<

Chain F

€91
2oL
191

850

991
SSH

€94

¢

Tsa
0SS

Ly

©
<
m

[}
=4
=

o
N
>

6ed
8€Y
LED

i)
vea

TEX

6CA

TN

¢
¢

L e

L 2 4

LETW

YETL
€ETT

Lg1a
921D

PTIN
€CTV
[441i]
T21d

3

L1774
9TTI

43S
ETTH

60TI
8071

00TA
664

864
L6A

TLd

8614
L6TI
96TH

2614

68TH
88TL

981D
78T
€8TA
081D

9.L1S

0 SLTY

o ON~0OOO—Nm
OMN© © © © K~ KN
P R R R i
= A=2cvwnb&d

191d

6STI

3

SGTA
¥STT

T9TL
0STY

A

€711

6ETM

A& 4

L1€4

91€I
STE€T

E€TEA

T1€0
80€b

voed
€0ed
20ea

86271
L1628
962K
S62D

zecd
T6Cd

S8CA

> e

o
-
<
A

80%I

SO 000 oOoOoO

£6€D

T6€4

68€Y

98EM

78eY

98¥%S

787

1

6.%4

Yovd
£97A

09%D

L2 2 2 4
o
B::

8G%4

NUCLEOPROTEIN

957A

TSPV

3

e Molecule 1

LYY

£vva

10%

17%

5%

39%

39%

Chain G

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 17

891
LOA
99K

€54

0 150

o llm o o
A < 0

0 O
M o
-

~
B
Lo 2

< 0
o 0
=)

—
9]
x

[
N
=

o
ITEL S
= o<

—
[
=

¢
¢

6ETM
LETH

YETL
€ETT

L21a
921D

YCIN
€Ty
[441:]
114%:¢

L1748
9TTI

vt

0 €T

L 4

L 2 4

60TI
80711

o
=1
-
=

664

864
L6A

6L

TLd

86T)
L6TI

€9TH

191d

6STH

0 9574

SSTA

TSTL

€Y1

S8CTA

6,20

CLTH

0L2ZA
69CS

9921

%921
€92V

1924

6G21
85¢d
LSTI

SG62a

[4:{4cs

62D

iga:

Riga
(444

6ECTA
8ETN

9ETH
sezh

€eTY
zeeL
1e2h

0ged

€22

1144

TSEA

0SeL

LEEY

TEEY

YCEH

czed

0zed

0 81€d

L1ed

i

96T
S62D

[41ace
T6ecd

£6€D

6874

187K
98%S

v8va

1

6.%4

LLyd

¥ovd
€9V

NUCLEOPROTEIN

T9%4
09%D

COPPO & 0O G000

e Molecule 1

8G%d

9G¥A

8V
LYY

€vva

9%

17%

5%

38%

39%

o o
3] 3]
= o

Chain H

L 2 2 2

891
LOA

vea

o) -
N ™
=4 4

Lev

TZN

BETM

LETH

YETL
€ETT

pras
9CTH

TTIN
€CTV
zTIh
TeTd

00TA
664

¢
¢
¢
¢
¢
¢

86T)
L6T1
96TH

2614

68T
88TL

S81D

TSTL

EVTT

S8TA

28TH

6,20

CLTH

0LeA
6928

9921

921
€92V

1924
09zVv
6521
85924
LSCI

S52a

[4c1ac

6%¢D

4

€vcy
(4448

6ETA
8ETH

9€TH
sezh

eeey

[44AN
1]

TN

IOO

0LEN

69€d
89€EN

L9€S

S9€T

6GES

1

vsed
€GEA
CSEA

0SEL

oved
sves

£vEN
(47438

0vea

€6€D

T6EH

684

98EM

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 18

s T
|
+In T ¢ ¢ o v
¢ oss s 69ed (L BT i
891 £eTT \ ¢ s § o8 | mm,S
Lon [ Jogs - Le1a
sszA o0 9219 6120
99K Lera ] [ ooer | 99K e i
e k R mmﬂ e YTIN 2L2H
€91 $TIN | $9T £TTV | tsev
2L2H izt (441] 0Lzh
2oL €TV Lty £at 11488 6928
< 191 zetd oren 1 ° 2oL
S 098 T2 vaed a o t I
- | oesn o9es - 098
£SEN ¢ s Sop 9921
o0 e s k- S s
| OO it s I i1 Camm B o1
o o111 | eoer | 0sel < | gscy
X SSY oz = 991 ¢ = e [
” — £92V SRR ¢ e
e [ Lowe Ing
¢ ok TozH oved | sgva | k ¢ 68TH S5
6874 ¢ 1< 092V Sves e ¢ 88TL 89z
4 ¢ oss 6921 V) 98%S 058 o | 52T
it [ 8szd EVEA s | o S819 [ese1 |
[ eern I podis 3810 IBS Iuwmm I jatin a9cd
¥8%H Lv1 8T 1 151 I
X Sl €8TA Sl eeca EN el ¢ oﬂG
A I e B -
674 il 0810 Legv v 9118 I
e | ¢ i feoy ] i )4 su
L17d (328 ¢ o.18 I e ¢ oA ¢ mmS
- ¢ ¢ on 672D | ¢ o M €.1d 9veH
8ey gey
29 ¢ — i —_— ¢ 289 $ o e I
vivd s ¢ oo B ovcy = ¢ mem ¢ o 1L
poss 2LT ceed ¢ o - DTS e
€L%S b ¢ oed 111 | TeeN o 164 691D zveh
2Lyl Z, 864 0L1S cve ozed ¢ Z, 291D 1
m I umg ¢ erEen ¢ m I Or L9TH 6ECA
T3 ¢ sed ¢ T3 i 9911 8ETH
= o e e M = wosm ¢ I o
(@) 621 8€TH oTeT ¢ (@) 62 €9TH 9ezy
aat [ ez | | seL s1e1 faed Cees ety seeh
o, 12V 9£TY wtes | a, L2V 191d | weey |
o oy Eizd) £1eA o o e | oota Gl
974 R | | oveey | Czren | €971 S ] 63TH z8eL
B - F = A oo R L il
ToRY
Topd @) 12N Tezd 80gb ¢ O 12N [Tosma | |
0979 - omﬁ ] ogEh ¢ oow ) SSTA 12T
70ed s $STT I
ey < 22y o L JE= secx
8371 R zoea s -
massn 2 * 0 T S R
i o e b O il
= ..
8vTil 3) i [ ezan 962k {2 Ly ) - 977V [ ozea |
LivT < L1 3629 ¢ en [ | o G
| = k= - ozea | ¢ sl vovl o A=
£hvE o] 612k z62d £hva o] €Y1 ¢
T8 b T : ;
e O ¢ i BN e e O ¢ seTh

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 19

6874

L8%A
98%S

v8vd

1

6.74

LLYd

YLvd
€L¥S
TLYL

Yovd
£9%A

1974
09%D

OO O V0900000000

8574

e Molecule 1

9G¥A

8V
LYY

£vva

NUCLEOPROTEIN

17%

5%

38%

39%

oo ~
] [N
= mo<

10%

Chain K

69S

891
LOA
99
S9Y4

€91
291
19T
09S

3

8sd

€64

Lo 4 4 o o d

vea

-
3]
£

2]
N
=

—
o
=

B6ETM

LETW

YETL
€ETT

pras
9CTH

TCIN
€CTV
TTTh
T21d

4174
9TTI

0 »11d
0 €T

60TI
8011

00TA
664

864
L6&

z61

TLd

861X
L6TI
96TH

2614

68T
88TL

981D
78T
€8TA

081D

9.L1S
SLT4

€L1d
TLTT
TLIL
0L18
691D
8910
L9
9911

E9TH

191d

6STH

SSTA
7811

TSTL
0STY

i

€V1T

£92Y

[4s14cs

62D

i

£vcy
(4448

6ETA
8ETH

9€TH
sezh

€ETY
[43AN
1]
0ged

pRaas

TN
£2TO

1344

61CA

£6€D

Teeyd

COOPPPO 000900000 O0O000

o - ®
© © ©
< < <
S @ =3

6874

IO

LYY

L

e Molecule 1

NUCLEOPROTEIN

17%

5%

0 ©
e

39%

39%

o Mo ~
Ao
Bom<

9%

Chain L

0 695

891
L9A
99K
S94

€91
2oL
191
098

3

8sb
LST

€94

0 150

i

L g e

vea

TeX

6CA

—
N
=

6ETM

LETH

YETL
€ETT

LeTa
9CTD

YTIN
€TTY
[441)]
T2Td

0 L1774

9TTI

0 235
0 €11

60TI
80TT

L 4
oN
o
12

TLd

L & 4

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 20

20N

1

LBTI
96TH

2674

68TH

88TL

S8TH

[41acs

¢

1

¥9ed
£9EA
CTSEA

0SEL

Leey

ceey

j£43:

ceed

0zed

8T€ed

9T€1
STET

ETEA

T1€D
80gb

voed
€0ed
20ea

8621
L6TS
96CK
S62D

80V1
LO%S

S0%d

88€1

6874

L8VX

©
[}
<
0

~ o Ny
iS5 $
[ =] &

YLvd
€L¥S
TLYL

NUCLEOPROTEIN

T9%d
09%D

COOPPPPO 0090090000 OOOS

85¥d

e Molecule 1

9G¥%A

470
LY9T

P4

9%

17%

5%

39%

39%

o
e
B

Chain M

8sb

G54

L e e

i)

2] - <
N o o0
= £ (=]

~
]
<

—
o
=

6ETM

LET

verL
€ETT

Lg1a
921D

¥CIN
€TV
[4411]
1214

s

L1714
9TTI

60TI
8071

(=3
S
-
=

664

864
LA

6L

L 4

TLd

L & 4

6614

L6TI

68T
88TL

981D
¥81x1

TSTL
0STH

VTV

EVTT

¢

80¥I
LOYS

SO%h

o -
L]
S x

COPPPPPO 0090090000000

£6€D

88€T

98EM

v8eu
€8€S

9LES
S.Le9

€LEL
cLed

OOiO

6874

1,874
98%S

v8vd

>

6.%4

~
~
<
A

[hAN

Yovd

8G¥%d
9G¥A
€6%d

[acigs
1S9V

i

LYYT

£vva

ws

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 21

NUCLEOPROTEIN

e Molecule 1

R

~

—

X

n

R

«©

m

X

(o))

m
N
o
—

=

e

o]

mmw

€711

LETH

PETL
€ETT

Lg1a
921D

YZIN
€CTy
[441i]
1c1d

3

L17d
9TTI

0 114
0 €T

N __© N~ 0o
oM® o o
P R P
H =EAX®

60TI
80TT

00TA
664

864
L6A

Lo e

6L

61CA

68TH
88TL

981D
78T
€8TA

081D

9.L18

0 SLTY

€L1d
CTLTT
TLIL
0418
691D
891D
LOTH
9911

E9TN

191d

6STH

SGTA
188

TSTL
0STY

idAd

¢

S8TA

28TH

6,20

L

LL.zd

CLTH

0LzA
6928

9921

7921
€92V

1924

[4stacs

g4

P
(44418

B6ETA
8ETN

9€TY
SeTh

eeay
[AXAN
a4yl
0gzgd

LTTH

44\
€220

1144

0 0LEN
69ed
89N
L9€S

S9€I
65€S
vsed
€GEN

CTSEN

0SEL

£6€D

98EM

£8€S

6874

L8%A
98%S

v8vd

L
Im
2
<
1=

LLyd

YLivd
€LVS
[hAN

<‘><><‘>ii[‘><‘><l><l><l><‘><l>4‘><‘><‘><><‘~‘>4><‘>4>

NUCLEOPROTEIN

10%

9G¥A

TSPV

LYYT

€YV

i

e Molecule 1

17%

5%

39%

39%

m-‘o
N N
Ho@

Chain O

2oL
791
09s

8sb
LSI
991

SGY

€94

Tsa

ged

[} - e
N 0 [52)
= £ a

LV

TN

LETH

YETL
€ETT

L21a
921D

YCIN
€CTV
[441:]
114%:¢

3

0 L2174

9171

Lo o 4 o 2R 4

664

i

8613

68TH
88TL

81D

0STY

S8CA

¥Zen
€220

1144

6TCA

0LEN
69€d
89€EN
L9€S

I|<l><‘><l><‘>

G9€I

6SES

1

v9ed
€9EN
TGEA

0GEL

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 22

€6€D

T6Ed

COOPPPO 00000000

NUCLEOPROTEIN

68€Y

98EM

6874

L8VA
98YS

78va

1

6.7

LLyd

e Molecule 1

17%

5%

39%

39%

11%

Chain P

B6ETM
oz e
¢ o8 [ |
89T YETL
L9A €ETT
99N -
e 1210
9CT1d
93
cor | sTIn
o ¥CIN
e 2Ty
B zetd
e s
oy m—
LST
99T LTTd
ferer| 9TTI

€93 ¢ e

me ¢ o

6071
151 8011
m§
EVH ¢
i ¢
(728 ¢
6€d
8€Y ¢
€D ¢

[ 0 00TA
sed
o 0 664

864
T3 |

o e
6TA

[ ses
LTy
14t
|
£TL

Lo
TZN

TLd

86TA
L6TI
96TH

z61d

68T
88TL

S8TH
781X
€8TA

081D

9.18

0 g.14

€L1d
TLTT
TLIL
0LTS

8910
L9TW
9911

E9TI

191d

6STH
95TY

GSTA
7511

TSTL
0STY

i g
SP1a

EVTT

S8TA

L9ES

S9€I

6GES

1

vsed

LEEY

CEEY

YZEH

ceed

8ETN

felorat
SeTh

€ETY
TETL
1€2d
0€Td

pxaas

744
€220

11448

61CA

i

¢

9TeI

A & 2 4

TT%L
0T¥d
o

80V1

So%d

[} had [52)
WO oo a9

©
&
=

6874

L8VA
98YS

78vd

i

~
~
<
A

[N
~ N~
& o
B o0 oA

i
©
)
o

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

85%d

98¥%A

TSvY

i

LYYT

R4t

NUCLEOPROTEIN

e Molecule 1

17%

5%

39%

39%

m-w
N N
[

10%

Chain Q

A o o d

2oL

09s

8sb
LSI
991
SSY

€94

Tsa

o
0
%)

ged

[} - e
N 0 [52)
= X (=]

LV

TN

LETW

veTL
€ETT

prae
921D

YCIN
€Ty

[441:]
T21d

0 2174

9TTI

0 y118
0 €T

L6&

6L

I

TLd

L &

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 23

66TY
86TA
L6TI
96T

z61d

68TH
88TL

S8TH
78TA
€8TA

081D

9.18

0 g.14

€L1d
TLTT
TLIL
0118
691D
8910
L9TW
9911

E9TH

191d

6STH

¢

GSTA
ST

b o 4

TSTL
0STY

VIV

EVTT

B6ETM

9921

7921
€92V

1924

[4stacs

g4

€¥cy
{4448

6ECTA
8ETN

9gcy
SeTh

ey
TETL
T€2h
0€Td

pxaas

44}
€220

1344

61CA

c6cd
1624

S8CA

€6€D

283
OO & 0O G000

88€L

NUCLEOPROTEIN

12%

98EM

€8€S

9.L€S
S.ed

0 €LEL
0 zLed
oI
0 0LEN

6874

L8VX
98YS

78va

1

6.L7d

LLvd

YLvd
€LYS
TLYL

v9vd
€9%A

Tovd
09%D

8Svd

9S¥A

TSPV

LYY

R4

e Molecule 1

17%

5%

39%

ST S
> = (SR

39%

o
STE s
= o<

Chain R

891

€94

0 150

0SS

< w0 N~ 0 o
gslege
o & & 4 &

-
¥}
£

o2}
N
=

—
[
=

¢

L 4

6ETM
LETH

PeTL
€ETT

Lg1a
921D

PCIN
1aa
[441i]
1x4%:¢

L174

60TI
80TT

=3
S
=
=

664

864
LBA

[4:hn

TLd

861X
L6TI

68TH
88TL

981D
78T

E9TI

191d

6GTH

0 9914

SSTA
YSTT

T1STL
0STH

VTV

EVTT

Leey

zeey

YCEH

cced

0zed

0 81ed
AL
9T€I

i

96T
S62D

[4tace

£6€D

6874

L84
98%S

v8vd

6.4

~
~
<
[

CTLYL

Yovd
£97A

1974

o
©
<
(&

COPP & 00 V9090000000

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 24

NUCLEOPROTEIN

e Molecule 1

X

~

—

R

n

R

(o)}

m

R

(o)}

m
X
o
—

n

=

e

o]

mmw

891

¢
0 0ss

Ly
ovd

€Y1

6ETM

LET

YETL
€ETT

Leta
9C1H

¥TIN
€CTV
[441)]
1214

3

0 L1774

9TTI

vi1a
€TTH

60TI
8071

COPOPPPSO & O oo

L 4
oN
o
12

¢

861X
L6TI
96TH

26T1d

68TH
88TL

981D
v8TH
€8TA
081D

9.18
SLTd

N OO N® _©ONODO I N®M
n e} © OO © © © N~ N~ N~ N~
e e R R Rt T e R g e g
EBlEZALEE JdEZcTwnEJda

SSTA
YSTT

TSTL
0STY

idad

0ged

TN
€220

1144

612X

LEEY

(4334

YZEH

gzed

0zed

0 81€d

L1€d
9T€I
STET

i

ETER

T1€0
80€b

voed
€0ed
20ea

8621
1628
962K

£vvd

£6€D

T6€H

68€Y
88€1

98EM

v8ey
€8€S

0 9L€S

¢
¢
¢
¢
¢
¢
¢
¢
¢

6874

187K

1

NUCLEOPROTEIN

8574

9G¥A

€9¥d
[4si:

8YII
LY¥1

e Molecule 1

17%

5%

38%

39%

o o
3] 3]
= o

9%

Chain T

Lo 4 4 o o

vea

o2} -
N ™
= 4

Lev

TZN

BETM
LETH

YETL
€ETT

pras
9TTH

TTIN
€CTV
zTTh
Ty

0 L1749

9TTI

0 $11d
0 €T

60TI
80TT

[=3
o
=
=

664

864
L6X

6L

L 4

TL4

>

861X
L6TI
96T
2674
68TH
88TL

981D
811

E9TH

T91d

6STH

TSTL

€VTT

S8TA

28TH

6,20

CLTH

0LeA
6928

9921

921
€92V

[4c1acy

62D

g4

€vcy
(4448

6ETA
8ETH

9€TH
sezh

eeey

zeeL
1]

444

0 0LEN

69€d

0 89€N

L9€S

S9€T

6G€S

1

vsed
€GEA
CSGEA

0GEL

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 25

£6€D

T6ed

COPP & 0O G000

68€Y

98EM

6874

187K
98%S

v8va

1

6.7

LLyd

NUCLEOPROTEIN

e Molecule 1

X

~

—

X

n

N

©

m

X

(o))

m
EN
o
—

)

o

o

mmW

0SS

N~ oo oo lln o N~
(‘02(‘0#‘ & < <
o B > = (SR

Lo o & o e

< 0
oM 0
a o

-
™
4

)
N
=

oo ~
] o
B ~ o<

—
o
=

6ETM

LETN

PETL
€ETT

prax
9ZTH

YCIN
€Ty
[4a1i]
Tere

3

0 L2174

9TTI

0 $11d

ETTA

> &

60TI
80TT

00TA
664

864
L6X

6L

L 4

TLd

>

86T)
L6TI
96TH

2614

68T
88TL

S8TH
781X

T624

S8¢A

6.2D

TLCH

0Lz
69CS

9921

7921
€92V

1924

6521
89cd
1921

9520

[4stacs

6¥%2H

g4

Pz
{4448

6ECTA
8ETN

9gcy
SeTh

€ETY
CTEeTL
T€2h
0€Td

pxaas

744
€220

11448

61CA

sves
vves

98YS

1

7ovd

£9%A

NUCLEOPROTEIN

T9%d
09%D

e o o BB B 4 e o o

e Molecule 1

17%

5%

38%

39%

o
{78
= ~

8%

Chain V

< 0 N~ oo
o 0 M mom
a o O M

-
¥}
X

2}
N
I>I

L2V

TZN

6ETM
LETH

YeTL
€eTT

LT1a
9CT1D

¥TIN
€CTV
[441)]
121d

0 2174

9TTI

0 235!
0 1T

60TI
80TT

00TA
664

864
LA

Lo 2 2 2 2R

6L

L 4

L 2 4

TLd

6614
86T
L6TI
96TH

2614

68TH
88TL

S8TH
¥81Ti
€8TA

081D

9LTS

0 SLTY

€LTd
LT
TLIL
0LTS
691D
891D
LOTH
99TT

E9TH

191d

6STH
9GTH

SSTA
YSTT

T1S8TL
0STH

VTV

EVTT

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 26

>

S8TA

6,20

CLTH

0LZA
6928

9921

¥921
€92V

1924

65CT
8524
LSCI

§52a

[4stacy

672D

4

P
(4448

B6ETA
8ETN

9€TH
S€Th

eeay
[AAN
a4yl
0ged

PRaas

44\
€220

144

61CK

© 0O N m
0 [l 0 [} [}

€8€S

9.LES
S.ed

0 €LeL
0 zLed

<>

COPPPPPO 0000000 OO

6874

98%S

78va

6.%4

NUCLEOPROTEIN

11%

e Molecule 1

20%

5%

36%

39%

5]
e
= o<

Chain W

SSY

i

Ly

ol o
2 7

[
®
9

8€Y
LED

Lo 2

ged
vea

TEX

6CA

TN

¢
¢

6ETM
LETH

vETL
€ETT

prae
921D

YCIN
€Ty
[441:]
114%:¢

L1748
9TTI

vt

0 €T

L 4

L 2 4

60TI
8011

[=3
o
—
=

@ D
Q 9
[

LBA

6L

TLd

86T
L6TI
96TH

2614

68T
88T.L

981D
78141
€8TA

081D

9.L1S
SLT4

€L1d
LT
TLIL
0L1S

891D
LOTH
9911

E9TH

191d

6STH

SSTA
¥STT

TSTL
0STH

VIV
Sv1a

€Y1

T624

S8TA

28TH

6,20

CLTH

0Lz
692S

9921

921
£92Y

T92d
09V
6521
8G¢4d
LSTI

S52a

[4stacy

62D

i

£vcy
{4448

6ETA
8ETH

9€TH
sezh

€ETY
2eTL
T€2h
0oged

LTeH

744\

b e}
SE5

61CA

oved
Sves

EVEN
[474°¢S

ovea

Leey

ceey

443

cced

0ced

€6€D

T6€Y

68€Y

98EM

€8€S

9.e8

0 gLed
0 €LEL

i

L

e Molecule 1

6874

L8VX
98YS

78va

<>

6,74

~
~
<+
[

YLvd
€LYS
TLYL

e g o o o 4 B 4 A ae e a

o
gg

85%d

9G¥vA

TSYY

¢

LYY

P47c

NUCLEOPROTEIN

17%

5%

0 ©
23

37%

41%

o Mo ~
I‘:J g‘é‘l

9%

Chain X

891

99
S94

€91
2oL
191
09s

8sb
LSI

€94

L 2 2
g I

o
0
0

F)g(’)d‘ 4 < <
o B > = (S
R LDWIDE

0
o0
o

vea

TeX

6CA

TZN

O

PROTEIN DATA BANK

W



EMD-2205, 4BBL

wwPDB EM Validation Summary Report

Page 27

B6ETM

LETH

YETL
€ETT

L21a
921D

YCIN
€Ty
[441:]
T21d

3

0 L2174

9TTI

0 »118

0 €T

0.
6011
8011

=3
o
=
=

664

864
L6&

Lo o 4 & o d

z61

>

96CA
S62D

[4:tacs
1624

S8CA

6.20

0Lz
6928

[4stacy

6%2D

9%cH

£vcy
(4448

6ETA
8ETN

9€TH
SeTh

€ETY
2¢eTL
TE2h
oged

yRaa’s

44\
€2T0

1144

61CA

9.L€S
S.ed

0 €LEL
0 zLed

0LEN
69€d
89€EN
L9ES

S9€1

6S€S

1

vsed
€9EA
TSEA

0SeL

LEEY

(454

j443:

cced

0zced

8T€d
LT€Y
91€1
STET

E€TEX

oo oA m
o 000

TTED
80gb
voed
€0€d
20ea

8621
L62S

L8%A

iz

1

<
~
<
a

0000000000000 000000
RNA

98€M

(o]
)
—
=
Q
)
—
=
[ ]

v8ey
€8€S

15%

85%

~ 0
ﬁ’-ﬂ‘
=1 =1

2 2 2

28%

Chain Y

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

|
zen
7.0
|
90

L)

o o 4

o
o)
=3

©O I~ 0
IS
[==1=}

a2 4

¢

S0 <

%

> S

cozn

i

A2 2 4

&
5
a2

S0Tn
vo1n

S0€EN

i

8620

S820

€820

6.zn

clLen

6520
8gzn
Lsen

A& 2 2

€520

oven

SO0

€ETN

8zen

Tzen

> @

RNA

e Molecule 2

26%

X
in
=

85%

Chain Z:

S0TN

8¥n

8zn

]
N
=}

)
=
=}

3 )

281N
810

9.10

-

S0en

S82N

D E

O R

L DWI
PROTEIN DATA BANK

W



Page 28 wwPDB EM Validation Summary Report EMD-2205, 4BBL

4 Experimental information (i)

Property Value Source
EM reconstruction method HELICAL Depositor
Imposed symmetry HELICAL, twist=Not provided®, rise=Not | Depositor
provided A, axial sym=Not provided

Number of segments used 876 Depositor
Resolution determination method | Not provided

CTF correction method EACH PLATE Depositor
Microscope FEI TECNAI F20 Depositor
Voltage (kV) 200 Depositor
Electron dose (e~ /Az) Not provided

Minimum defocus (nm) 1500 Depositor
Maximum defocus (nm) 3500 Depositor
Magnification 65000 Depositor
Image detector FEI EAGLE (4k x 4k) Depositor
Maximum map value 0.039 Depositor
Minimum map value -0.027 Depositor
Average map value 0.001 Depositor
Map value standard deviation 0.006 Depositor
Recommended contour level 0.02 Depositor
Map size (A) 442.0, 442.0, 442.0 wwPDB
Map dimensions 100, 100, 100 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 4.42,4.42, 4.42 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

RMSZ #|Z| >5 RMSZ #|Z| >5
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1,/3200 (0.0%) 0.92 6/4299 (0.1%)
0.92 1/3323 (0.0%) 0.92 6/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
0.92 1/3323 (0.0%) 0.92 6,/4466 (0.1%)
(0.0%) (0.1%)
(0.0%) (0.1%)
(0.0%) (0.2%)
(0.0%) (0.1%)
(0.0%) (0.1%)
(0.0%) (0.1%)
(0.0%) (0.1%)
(0.0%) (0.1%)
(0.0%) (0.1%)
(0.0%) (0.1%)
( (0.1%)

<
)

Chain

0.92 | 1/3323 (0.0%) | 0.92 6,/4466 (0.1%
0.92 | 1/3323 (0.0%) | 0.92 6,/4466 (0.1%
092 | 1/3323 (0.0%) | 0.92 774466 (0.2%
0.92 | 1/3323 (0.0%) | 0.92 6,/4466 (0.1%
0.92 | 1/3323 (0.0%) | 0.92 6,/4466 (0.1%
0.92 | 1/3323 (0.0%) | 0.92 6,/4466 (0.1%
0.92 | 1/3323 (0.0%) | 0.92 6,4466 (0.1%
0.92 | 1/3322 (0.0%) | 0.92 6,/4464 (0.1%
0.92 | 1/3323 (0.0%) | 0.92 6,/4466 (0.1%
0.92 | 1/3200 (0.0%) | 0.92 6,/4299 (0.1%
0.92 | 1/3323 (0.0%) | 0.92 6,/4466 (0.1%
0.92 | 24/79505 (0.0%) | 0.92 | 145/106348 (0.1%)

| === =] === =] === =] =] =] =] =] == =] =] = =] =

x| 2l < a1 v m|lo| sl o) 2| 2| | =] | —| = Q| = o o] ) m| =

—

All

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 1

Continued on next page...
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Continued from previous page...
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The worst 5 of 24 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
1 E 201 | ILE C-N | -531 1.21 1.34
1 T 201 | ILE C-N | -5.27 1.22 1.34
1 W 201 ILE C-N -5.27 1.22 1.34
1 Q 201 ILE C-N -5.27 1.22 1.34
1 F 201 ILE C-N -5.26 1.22 1.34

The worst 5 of 145 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(°) | Ideal(°)
1 H 201 | ILE | O-C-N | -6.22 112.74 122.70
1 M 201 | ILE | O-C-N | -6.22 112.75 122.70
1 W 201 ILE O-C-N | -6.22 112.75 122.70
1 A 201 ILE O-C-N | -6.22 112.75 122.70
1 B 201 ILE O-C-N | -6.21 112.76 122.70
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There are no chirality outliers.

5 of 24 planarity outliers are listed below:

Mol | Chain | Res | Type | Group

201 ILE | Mainchain
201 ILE | Mainchain
201 ILE | Mainchain
201 ILE | Mainchain
201 ILE | Mainchain

—| = =] =] =
| O| Q| I =

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 3272 0 3272 249 0
1 B 3151 0 3148 236 0
1 C 3272 0 3272 267 0
1 D 3272 0 3272 264 0
1 E 3272 0 3272 271 0
1 F 3272 0 3272 261 0
1 G 3272 0 3272 262 0
1 H 3272 0 3272 264 0
1 I 3272 0 3272 262 0
1 J 3272 0 3272 259 0
1 K 3272 0 3272 260 0
1 L 3272 0 3272 269 0
1 M 3272 0 3272 265 0
1 N 3272 0 3272 268 0
1 O 3272 0 3272 268 0
1 P 3272 0 3272 262 0
1 Q 3272 0 3272 263 0
1 R 3272 0 3272 263 0
1 S 3272 0 3272 266 0
1 T 3272 0 3272 265 0
1 U 3271 0 3271 260 0
1 \Y 3272 0 3272 259 0
1 W 3151 0 3148 239 0
1 X 3272 0 3272 241 0
2 Y 308 0 0 95 0
2 Z 308 0 0 98 0

Continued on next page...
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Continued from previous page...
Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
All All 78901 0 78279 D798 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 37.

The worst 5 of 5798 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:D:221:ARG:HH22 | 2:Y:272:U:P 1.81 1.04
1:K:221:ARG:HH22 | 2:7:144:U:P 1.81 1.04
1:T:221:ARG:HH22 | 2:Y:67:U:P 1.81 1.04
1:A:221:ARG:HH22 | 2:7Z:15:U:P 1.81 1.04
1:B:221:ARG:HH22 | 2:Y:298:U:P 1.81 1.04

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 | Percentiles
1 A 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 131 50
1 B 391/499 (78%) 339 (87%) 47 (12%) 5 (1%) m 48
1 C 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 131 50
1 D 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 131 50
1 E 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 131 50
1 F 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 13] 50
1 G 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 131 50
1 H 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 131 50
1 I 404/499 (81%) 350 (87%) 49 (12%) 5 (1%) 131 50

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 J 404/499 (81%) | 350 (87%) | 49 (12%)
1 K 404/499 (81%) | 350 (87%) | 49 (12%)
1 L 404/499 (81%) | 350 (87%) | 49 (12%)
1 M 404/499 (81%) | 350 (87%) | 49 (12%)
1 N 404/499 (81%) | 350 (87%) | 49 (12%)
1 0 404/499 (81%) | 350 (87%) | 49 (12%)
1 P 404/499 (81%) | 350 (87%) | 49 (12%)
1 Q 404/499 (81%) | 350 (87%) | 49 (12%)
1 R 404/499 (81%) | 350 (87%) | 49 (12%)
1 S 404/499 (81%) | 350 (87%) | 49 (12%)
1 T 404/499 (81%) | 350 (87%) | 49 (12%)
1 U 404/499 (81%) | 350 (87%) | 49 (12%)
1 Y% 404/499 (81%) | 350 (87%) | 49 (12%)
1 A% 391/499 (78%) | 339 (87%) | 47 (12%)
1 X 404/499 (81%) | 350 (87%) | 49 (12%)

All | ALl | 9670/11976 (81%) | 8378 (87%) | 1172 (12%)

5 of 120 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 233 ALA
1 A 472 THR
1 B 233 ALA
1 B 472 THR
1 C 233 ALA

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

353,425 (33%)

328 (93%)

25 (7%)

141 39

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 B 338/425 (80%) 313 (93%) | 25 (T%) 137 38
1 C 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 D 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 E 353/425 (83%) 328 (93%) | 25 (7%) 141 39
1 F 353/425 (83%) 328 (93%) | 25 (T%) 147 39
1 G 353/425 (83%) 328 (93%) | 25 (7%) 141 39
1 H 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 I 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 J 353/425 (83%) 328 (93%) | 25 (7%) 141 39
1 K 353/425 (83%) 328 (93%) | 25 (T%) 147 39
1 L 353/425 (83%) 328 (93%) | 25 (7%) 141 39
1 M 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 N 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 0O 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 P 353/425 (83%) 328 (93%) | 25 (T%) 147 39
1 Q 353/425 (83%) 328 (93%) | 25 (7%) 141 39
1 R 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 S 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 T 353/425 (83%) 328 (93%) | 25 (T%) 141 39
1 U 352/425 (83%) 327 (93%) | 25 (T%) 141 39
1 \Y 353/425 (83%) 328 (93%) | 25 (7%) 141 39
1 W 338/425 (80%) 313 (93%) | 25 (T%) 13] 38
1 X 353/425 (83%) 328 (93%) | 25 (7%) 141 39

All All 8441/10200 (83%) | 7841 (93%) | 600 (7%) 187 39

5 of 600 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 S 244 GLU
1 W 483 ASN
1 T 32 MET
1 S 202 ASN
1 U 384 ARG
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Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 296
such sidechains are listed below:

Mol | Chain | Res | Type
1 S 370 ASN
1 X 231 GLN
1 T 308 GLN
1 \Y 202 ASN
1 H 415 GLN

5.3.3 RNA (D

Mol | Chain | Analysed | Backbone Outliers | Pucker Outliers
2 Y 0/308 - -
2 Z 0/308 - -

All All 0/616 - -

There are no RNA backbone outliers to report.

There are no RNA pucker outliers to report.

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 monosaccharides in this entry.

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.


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
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage

Page 36 wwPDB EM Validation Summary Report EMD-2205, 4BBL

6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-2205. 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: 50 Y Index: 50 7 Index: 50



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

~

‘\

X Index: 59 Y Index: 61 7 Index: 80

The images above show the largest variance slices of the map in three orthogonal directions.

6.4 Orthogonal surface views (i)

6.4.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.02.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
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6.5 Mask visualisation (i)

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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7 Map analysis (i)

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

7.1 Map-value distribution (i)

Map-value distribution

L\x,._.-_,___ — Voxel count

Recommended contour
level 0.02

Voxel count (logl0)

T T T T T T
-0.02 -0.01 0.00 0.01 0.02 0.03 0.04
Map value

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


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

Volume estimate

80000 +

60000
E — \olume
v Recommended contour
g 40000 4 level 0.02
I=]
=

20000

D \I—---__I_ |

T T T T
—0.02 -0.01 0.00 0.01 0.02 0.03 0.04
Contour level

The volume at the recommended contour level is 2597 nm?; this corresponds to an approximate
mass of 2346 kDa.

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


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

Rotationally averaged power spectrum

—— Primary map RAPS
Reported resolution
18.00 A*

Intensity (logl0)
=

0.00 0.02 0.04 0.06 0.08 0.10
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.056 A~?


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

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


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

This section contains information regarding the fit between EMDB map EMD-2205 and PDB
model 4BBL. Per-residue inclusion information can be found in section 3 on page 13.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.02 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_fit
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

The images above show the model with each residue coloured according its QQ-score. This shows
their resolvability in the map with higher Q-score values reflecting better resolvability. Please
note: Q-score is calculating the resolvability of atoms, and thus high values are only expected at
resolutions at which atoms can be resolved. Low Q-score values may therefore be expected for
many entries.

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.02).


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

Atom inclusion

1.0 \
o
= 0.8 1
£
T,
E 0.6 4 —— Backbone atoms
£ All non-hydrogen
E atoms
=] Recommended contour
o level 0.02
v 0.4
=
g=
]
[}
o
E 0.2 1
0.0

T T T T T T
—-0.02 -0.01 0.00 0.01 0.02 0.03 0.04
Contour level

At the recommended contour level, 88% of all backbone atoms, 8% 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 (0.02) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score

All 0.8612 . 0.0530

A 0.8690 . 0.0560

B 0.8638 . 0.0520

C 0.8765 . (0.0540

D 0.8582 . 0.0550

E 0.8582 I 0.0550

F 0.8557 I 0.0550

G 0.8494 . 0.0520 .
H 0.8655 . 0.0590

I 0.8589 . (0.0520

J 0.8718 . 0.0550

K 0.8668 . (0.0560

L 0.8702 I (0.0460

M 0.8737 I 0.0580

N 0.8664 . 0.0480

@) 0.8664 . 0.0570

P 0.8554 . 0.0530 00
Q 0.8519 . (0.0550 oo
R 0.8503 I 0.0520

S 0.8500 I 0.0550

T 0.8620 I 0.0510

U 0.8585 . 0.0530

\Y 0.8740 . 0.0500

W 0.8573 . 0.0580

X 0.8639 . 0.0470

Y 0.7175 I 0.0250

Z 0.7403 I (0.0240
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