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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.dev92

MolProbity : 4.02b-467

Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.36.1


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

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

The reported resolution of this entry is 3.11 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
Ramachandran outliers I - 0.83%
Sidechain outliers I 0.3%
RNA backbone I [— o 54
Worse Better
I Percentile relative to all structures
[l Percentile relative to all EM structures
. Whole archive EM structures
Metric . .
(#Entries) (#Entries)
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826
RNA backbone 4643 859

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

1 R 4269 - 84% 16%
2 a 534 99%

2 b 534 - 99%

3 AB 129 99%

3 AC 129 98%

3 AE 129 99%

3 AF 129 98%

3 AG 129 100%

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

Mol | Chain | Length Quality of chain
3 AH 129 98%
3 Al 129 100%
3 AJ 129 99%
3 AK 129 99%
3 AL 129 100%
3 AM 129 99%
3 AN 129 98%
3 AO 129 99%
3 AP 129 99%
3 AQ 129 98%
3 AS 129 99%
3 AT 129 99%
3 AU 129 100%
3 AV 129 98%
3 AW 129 99%
3 AX 129 99%
3 AY 129 98%
3 A7 129 95% B
3 Ac 129 100%
3 BA 129 99%
3 BB 129 100%
3 BC 129 98%
3 BD 129 99%
3 BE 129 99%
3 BF 129 98%

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

Mol | Chain | Length Quality of chain
3 BG 129 99%
3 BH 129 98%
3 BI 129 99%
3 BJ 129 100%
3 BK 129 99%
3 BL 129 100%
3 BM 129 99%
3 BN 129 95% 5%
3 BO 129 98%
3 BP 129 98%
3 BQ 129 99%
3 BS 129 100%
3 BT 129 98%
3 BU 129 98%
3 BV 129 99%
3 BW 129 100%
3 BX 129 98%
3 BY 129 100%
3 BZ 129 99%
3 Be 129 99%
3 CA 129 98%
3 CB 129 100%
3 cC 129 99%
3 CD 129 98%
3 CE 129 99%

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

Mol | Chain | Length Quality of chain
3 CF 129 99%
3 CG 129 99%
3 CH 129 100%
3 CI 129 100%
3 CJ 129 100%
3 CK 129 100%
3 CL 129 99%
3 CM 129 98%
3 CN 129 98%
3 CcO 129 100%
3 CP 129 98%
3 CQ 129 98%
3 CS 129 99%
3 CT 129 100%
3 CU 129 100%
3 CV 129 98%
3 CW 129 99%
3 CcX 129 98%
3 CYy 129 99%
3 CZ 129 99%
3 Cc 129 99%
3 DA 129 99%
3 DB 129 100%
3 DC 129 99%
3 DD 129 98%

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

Mol | Chain | Length Quality of chain
3 DE 129 100%
3 DF 129 98%
3 DG 129 98%
3 DH 129 100%
3 DI 129 100%
3 DJ 129 100%
3 DK 129 98%
3 DL 129 100%
3 DM 129 99%
3 DN 129 100%
3 DO 129 100%
3 DQ 129 98%
3 DS 129 98%
3 DT 129 98%
3 DU 129 100%
3 DV 129 97%
3 DW 129 99%
3 DX 129 100%
3 DY 129 100%
3 DZ 129 100%
3 Dc 129 100%
3 EA 129 99%
3 EB 129 100%
3 EC 129 100%
3 ED 129 98%

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

Mol | Chain | Length Quality of chain
3 EE 129 95% 5%
3 EF 129 100%
3 EG 129 97%
3 EH 129 99%
3 EI 129 98%
3 EJ 129 98%
3 EK 129 98%
3 EL 129 98%
3 EM 129 100%
3 EN 129 99%
3 EO 129 99%
3 EP 129 98%
3 EQ 129 98%
3 ES 129 100%
3 ET 129 99%
3 EU 129 98%
3 EV 129 99%
3 EW 129 99%
3 EX 129 96%

3 EY 129 100%
3 EZ 129 98%
3 Ec 129 98%
3 FA 129 100%
3 FB 129 98%
3 FC 129 98%

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

Mol | Chain | Length Quality of chain
3 FD 129 100%
3 FE 129 100%
3 FF 129 98%
3 FG 129 100%
3 FH 129 100%
3 FI 129 99%
3 FJ 129 99%
3 FK 129 99%
3 FL 129 98%
3 FM 129 98%
3 FN 129 99%
3 FO 129 99%
3 FP 129 98%
3 FQ 129 100%
3 FS 129 98%
3 FT 129 99%
3 FU 129 100%
3 FV 129 99%
3 Fw 129 97% .
3 FX 129 98%
3 FY 129 100%
3 FZ 129 98%
3 Fc 129 98%
3 GA 129 99%
3 GB 129 100%

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

Mol | Chain | Length Quality of chain
3 GC 129 94% 6%
3 GD 129 100%

3 GE 129 97%
3 GF 129 99%
3 GG 129 99%
3 GH 129 98%
3 GI 129 99%
3 GJ 129 99%
3 GK 129 99%
3 GL 129 100%
3 GM 129 100%
3 GN 129 98%
3 GO 129 99%
3 GP 129 98%
3 GQ 129 99%
3 GS 129 100%
3 GT 129 98%
3 GU 129 99%
3 GV 129 98%
3 GW 129 100%
3 GX 129 94% N
3 GY 129 99%
3 Ge 129 100%
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 271353 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 RNA chain called RNA (4269-MER).

Mol | Chain | Residues Atoms AltConf | Trace
! R 4269 S%Oiji 4051]90 151294 29(388 42129 0 0
e Molecule 2 is a protein called Maturation protein.

Mol | Chain | Residues Atoms AltConf | Trace
2 ¢ o34 Zggil 27C46 71(\;5 7(7)6 1S7 0 0
2 b b3 Zggzl 27046 71(\315 7(7)6 1S7 0 0
e Molecule 3 is a protein called Coat protein.

Mol | Chain | Residues Atoms AltConf | Trace
3 | AB 29| Gk g m 101 4 ¥ ¥
3 | AC 29| G g m 101 4 0 ¥
3 | AE 29| g g m 101 4 ¥ ¥
s AF 129 gogg l 6(52 11;11 181 i 0 0
3 AG 129 1;)0(;; l 6%2 11;11 181 i 0 0
3 AH 129 goﬁtg l 6(52 11;11 181 i 0 0
3 Al 129 gogg l 6(032 11;11 181 ZSL 0 0
3 A 129 1;)0;?3& 1 632 11;11 181 i 0 0
3 AK 129 gogg 1 632 11;11 1(9)1 i 0 0
3 AL 129 1;)06t§ 1 6%2 11;11 1(9)1 4SL 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 AM 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 AN 129 Tf;oﬁt g l 6%2 11;11 1(9)1 ZSL 0 0
3 AO 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 AP 129 TS;OGt g l 6%2 11;11 181 ZSL 0 0
3 AQ 129 gogg l 6%2 11;11 1({9)1 zSL 0 0
3| A 29| G g m 101 4 0 ¥
3| A9 29| gk g m 101 4 ¥ ¥
3| AT 29| G g m 101 4 ¥ ¥
3| AU 29| G g m 101 4 0 0
3| AV 29| g g m 101 4 ¥ 0
3| AW 29| G g m 101 4 ¥ ¥
3 AX 129 TE‘JO(;G g l 6(0}2 11;11 181 ZSI 0 0
3 AY 129 Tﬁ;og 8a l 6(52 11;11 1(31 i 0 0
3 AZ 129 TE;OE;C 8a l 6(032 11;11 1(31 ZSL 0 0
3 BA 129 gog 8a 1 6%2 11;11 1(31 ZSL 0 0
3 BB 129 gog g 1 6%2 11;11 1(9)1 ZSL 0 0
3 BC 129 12)06t ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 BD 129 gog ; 1 6%2 1151 1(9)1 ZSL 0 0
3 BE 129 goﬁt ; 1 6(032 11;11 1(9)1 ZSL 0 0
3 BF 129 Tf‘)oﬁt ; 1 6%12 11;11 181 ZSL 0 0
3 BG 129 Tf‘)oﬁt ; 1 6%32 11;11 181 ZSL 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 BH 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 Bl 129 Tf;oﬁt g l 6%2 11;11 1(9)1 ZSL 0 0
3 BJ 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 BR 129 TS;OGt g l 6%2 11;11 181 ZSL 0 0
3 BL 129 TS;OGt 8a l 6%2 11;11 1(9)1 ZSL 0 0
5 | BM 29| G g m 101 4 0 ¥
3| BN 29| gk g m 101 4 ¥ ¥
3 | BO 29| G g m 101 4 ¥ ¥
3| BF 29| G g m 101 4 0 0
3| BQ 29| g g m 101 4 ¥ 0
s Be 129 gogg l 6(0]2 11;11 181 i 0 0
3 BS 129 TE‘JO(;G g l 6(032 11;11 181 ZSI 0 0
3 BT 129 gog 8a l 6(52 11;11 181 i 0 0
3 BU 129 gof;c Sa l 6(032 11;11 1(31 ZSL 0 0
3 BV 129 gog 8a l 6%2 11;11 1(31 ZSL 0 0
3 BW 129 gog g 1 632 11;11 1(9)1 ZSL 0 0
3 BX 129 12)06t ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 BY 129 gog ; 1 6%2 1151 1(9)1 ZSL 0 0
3 Bz 129 goﬁt ; 1 6(032 11;11 1(9)1 ZSL 0 0
3 CA 129 Tf‘)oﬁt ; 1 6%12 11;11 181 ZSL 0 0
3 CB 129 Tf‘)oﬁt s 1 6%32 11;11 181 ZSL 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 cC 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 Cb 129 Tf;oﬁt g l 6%2 11;11 1(9)1 ZSL 0 0
3 CE 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
s CF 129 TS;OGt g l 6%2 11;11 181 ZSL 0 0
3 cG 129 TS;OGt 8a l 6%2 11;11 1(9)1 ZSL 0 0
5| U 120 |l g im0t 4 0 ;
5 Y 120 | g i 191 4 0 ;
5 Y 120 | g i 191 4 0 0
3] K 120 |l g i 191 4 0 0
3] CL 120 | g i 191 4 0 0
3] M 120 |l g 1 191 4 0 0
3 CN 129 TE‘JO(;G g l 6(0}2 11;11 181 ZSI 0 0
3 cO 129 Tﬁ;og 8a l 6(52 11;11 1(31 i 0 0
3 cP 129 TE;OE;C 8a l 6(032 11;11 1(31 ZSL 0 0
3 cQ 129 gog 8a 1 6%2 11;11 1(31 ZSL 0 0
3| Ce 129 1;)06t§1 6%2 11;11 1(9)1 zSL 0 0
3 3 129 12)06t ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 T 129 gog ; 1 6%2 1151 1(9)1 ZSL 0 0
3 CU 129 goﬁt ; 1 6(032 11;11 1(9)1 ZSL 0 0
3 cv 129 Tf‘)oﬁt ; 1 6%12 11;11 181 ZSL 0 0
3 oW 129 Tf‘)oﬁt ; 1 6%32 11;11 181 ZSL 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 X 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 CY 129 Tf;oﬁt g l 6%2 11;11 1(9)1 ZSL 0 0
3 Cz 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 DA 129 TS;OGt g l 6%2 11;11 181 ZSL 0 0
3 bB 129 TS;OGt Sa l 6%2 11;11 181 ZSL 0 0
3| DO 29| G g m 101 4 0 ¥
5| DD 29| gk g m 101 4 ¥ ¥
5| DB 29| G g m 101 4 ¥ ¥
5| DF 29| G g m 101 4 0 0
3 | D6 29| g g m 101 4 ¥ 0
5 | DH 29| G g m 101 4 ¥ ¥
3 b 129 TE;O(;G g l 6(0]2 11;11 181 ZSI 0 0
3 bJ 129 gog 8a l 6(52 11;11 1(31 i 0 0
3 DK 129 gog Sa l 6(032 11;11 1(31 ZSL 0 0
3 bL 129 gog 8a 1 6%2 11;11 1(31 ZSL 0 0
3 bM 129 gog g 1 6%2 11;11 1(9)1 ZSL 0 0
3 DN 129 gog ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 bo 129 gog ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 bQ 129 1;)06? 1 6%2 11;11 1(9)1 ASL 0 0
3| De 129 Tgoﬁtsl 6(032 11;11 181 ASL 0 0
3 DS 129 Tf‘)oﬁt ; l 6%12 11;11 181 ZSL 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 DT 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 by 129 Tf;oﬁt g l 6%2 11;11 1(9)1 ZSL 0 0
3 bv 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 bw 129 TS;OGt g l 6%2 11;11 181 ZSL 0 0
3 bx 129 TS;OGt 8a l 6%2 11;11 1(9)1 ZSL 0 0
| DY 29| G g m 101 4 0 ¥
3| D2 29| gk g m 101 4 ¥ ¥
3 | EA 29| G g m 101 4 ¥ ¥
3| BB 29| G g m 101 4 0 0
3| EC 29| g g m 101 4 ¥ 0
3| ED 29| G g m 101 4 ¥ ¥
3 EE 129 TE‘JO(;G g l 6(0}2 11;11 181 ZSI 0 0
3 EF 129 Tﬁ;og 8a l 6(52 11;11 1(31 i 0 0
3 EG 129 TE;OE;C 8a l 6(032 11;11 1(31 ZSL 0 0
3 EH 129 gog 8a 1 6%2 11;11 1(31 ZSL 0 0
3 kL 129 gog g 1 6%2 11;11 1(9)1 ZSL 0 0
3 £ 129 12)06t ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 EK 129 gog ; 1 6%2 1151 1(9)1 ZSL 0 0
3 EL 129 goﬁt ; 1 6(032 11;11 1(9)1 ZSL 0 0
3 EM 129 Tf‘)oﬁt ; 1 6%12 11;11 181 ZSL 0 0
3 EN 129 Tf‘)oﬁt ; 1 6%32 11;11 181 ZSL 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 EO 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 EP 129 Tf;oﬁt g l 6%2 11;11 1(9)1 ZSL 0 0
3 EQ 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
¥ fe 129 goggl 6%2 11;11 181 481 0 0
3 ES 129 TS;OGt Sa l 6%2 11;11 181 ZSL 0 0
5| B 29| G g m 101 4 0 ¥
s | BV 29| gk g m 101 4 ¥ ¥
S| BV 29| G g m 101 4 ¥ ¥
S| BW 29| G g m 101 4 0 0
3| BX 29| g g m 101 4 ¥ 0
3| BY 29| G g m 101 4 ¥ ¥
3 kz 129 TE;O(;G g l 6(0]2 11;11 181 ZSI 0 0
3 FA 129 gog 8a l 6(52 11;11 1(31 i 0 0
3 B 129 gog Sa l 6(032 11;11 1(31 ZSL 0 0
3 FC 129 gog 8a 1 6%2 11;11 1(31 ZSL 0 0
3 FD 129 gog g 1 6%2 11;11 1(9)1 ZSL 0 0
3 FE 129 gog ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 FE 129 gog ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 FG 129 goﬁt ; 1 6(032 11;11 181 ZSL 0 0
3 FH 129 Tf‘)oﬁt ; l 6%32 11;11 181 ZSL 0 0
3 F 129 Tf‘)oﬁt ; l 6%12 11;11 181 ZSL 0 0

Continued on next page...
sPrpe



Page 17

wwPDB EM Validation Summary Report

EMD-41443, 8TOC

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 FJ 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 FK 129 Tf;oﬁt g l 6%2 11;11 1(9)1 ZSL 0 0
3 FL 129 Tf;oﬁt s l 6%2 11;11 1(9)1 ZSL 0 0
3 FM 129 TS;OGt g l 6%2 11;11 181 ZSL 0 0
3 FN 129 TS;OGt 8a l 6%2 11;11 1(9)1 ZSL 0 0
3| O 29| G g m 101 4 0 ¥
S| PP 29| gk g m 101 4 ¥ ¥
5| FQ 29| G g m 101 4 ¥ ¥
¥ ke 129 T906t§L l 6%2 11;11 181 i 0 0
3| 29| g g m 101 4 ¥ 0
5| FT 29| G g m 101 4 ¥ ¥
3 kU 129 TE‘JO(;G g l 6(032 11;11 181 ZSI 0 0
3 Fv 129 gog 8a l 6(52 11;11 181 i 0 0
3 FW 129 gof;c Sa l 6(032 11;11 1(31 ZSL 0 0
3 X 129 gog 8a l 6%2 11;11 1(31 ZSL 0 0
3 By 129 gog g 1 632 11;11 1(9)1 ZSL 0 0
3 Fz 129 12)06t ; 1 6%2 llgl 1(9)1 ZSL 0 0
3 GA 129 gog ; 1 6%2 1151 1(9)1 ZSL 0 0
3 GB 129 goﬁt ; 1 6(032 11;11 1(9)1 ZSL 0 0
3 GC 129 Tf‘)oﬁt ; 1 6%12 11;11 181 ZSL 0 0
3 GD 129 Tf‘)oﬁt s 1 6%32 11;11 181 ZSL 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 GE 129 Tf;oﬁts l 6%2 11;11 1(9)1 ZSL 0 0
3 GF 129 Tf;oﬁtg l 6%2 11;11 1(9)1 ZSL 0 0
3 GG 129 Tf;oﬁtg l 6%32 11;11 1(9)1 ZSL 0 0
3 GH 129 gogg l 6%2 11;11 181 ZSL 0 0
3 Gl 129 TS;OGtSa l 6%2 11;11 1(9)1 ZSL 0 0
3 ¢ 20| el 6%2 i 1({))1 , 0 0
3| OK 20| et 6(032 i 181 . 0 0
3 | GL 20| gl 6(52 i 1(9)1 \ 0 0
3| &M 20| gt 6%2 i 181 \ 0 0
3| ON 20| s 6(0}2 i 181 , 0 0
3| GO 20| gl 6(0]2 i 181 ; 0 0
3 GP 129 gogg l 6(0]2 11;11 181 i 0 0
3 GQ 129 gogg l 6(52 11;11 181 i 0 0
? Ge 129 T906t§Ll 6(032 11;11 181 zSL 0 0
3 GS 129 gogg l 6%2 11;11 1(31 ZSL 0 0
3 GT 129 gogg 1 6%2 11;11 1(9)1 ZSL 0 0
3 GU 129 gog; 1 6%2 llgl 1(9)1 ZSL 0 0
3 GV 129 gog; 1 6%2 11;1 1(9)1 ésl 0 0
3 GW 129 goﬁt; 1 6(032 11;]1 1(31 ZSL 0 0
3 GX 129 Tf;oﬁt; 1 6%32 11;]1 181 ZSL 0 0
3 GY 129 Tf;oﬁt; 1 6%12 11;]1 181 ZSL 0 0

$PDB
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green = 0, yellow = 1, orange = 2
16%

84%

wwPDB EM Validation Summary Report
A red diamond above a residue indicates a poor fit to the EM map for

this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any

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

quality criteria for which they contain at least one outlier:
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
shown in grey.

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

3 Residue-property plots (i)
e Molecule 1: RNA (4269-MER)

and red = 3 or more.

Page 19
Chain R: ™

aeey

e€ren
(45418

0ozn
981D
6LTV
8.10
LL10
€L1n
191D

S9TV
vo1n

€510

157444

9€TD
SETN

ceN

STTV

LOTY

€010

687V
88%0

78¥D

€70

L9%D

T%%0

8EWN
LEVY

8%

L0%D
90¥n

€0PY
[4ia s

€6en
98en
69€N
89€Y
L9€0
29€d
9EeY
(4344
81€eV
L1€0
91en
€1en
L0€0
862D

L9TV
992V

z9zn
192D

6eTN

LgTn

ceen

veen
€zcen

OO0

OO POPOO0OO OO

269D

TL9D

629Y
€790
€659
L1150

cLsn

893V
L989Y

PASEEII
7550
8¥%5D
8ESY

SESN

segsn
S1S0
2080

[4570]

[ [ o
[ o -
N~ <] ©
<t [$] =]

OOV PPPPPPPPPPPPPPP 9099099090990 9090909090%00%90
OO OO0O0OOOOO

3

.880

7880

9189
S.L8V

0480

7980

298N

L98Y

€98V

Ly8Y
o8N

€¥80
SE8D
128D

928N
szen

(421295

Ly110

8CTTD
1211V

TeTn
(435

811N
LITTV
9TTTIV

601D
€60T0

L.0T0
9L0TD
SLOTD
TLOTY

L90TV
99010

7901V

LS0TV
950TN

80TV

TS0

0¥%01D
6€0TD

YEOTY
L10TD
9T0TD
ST0TN
S00TN
20019

9660

g66Y

766D
€660

F

1860

6,60

cLev

veviv

11445

7ivIn
11574900

T1%10

vov1In

TO%1D

LBETN

€6ETD

T6ETV
06ETY

S8ETN

¢8ETN

VLETD

9GETN

EPETN
TYETY

6EETD
8EETD

90€TD

2TOETD
TOETN

96210
S6CTV

¥9C1D

6%C1D

TECTD

9zeIn

8121V

T1gin

TozINn

SLTTV
YLITY

89TTV

62910

€6ST0

T6STD

¥.891D
€L5TNn

L9STD
99810

09STD

vyaIv

CESTD

62510

¥zsin

€SIV

[44<)a )

STSTN

1SN

20oSTNn

6671V

Y6vIV

(45745

8871V

z8YTV
871V

9LVTV

09%TV

LEVTY

0EVTY
62%TD

SeyIn

L¥81D

v¥81D
ev8TV

8E8TYV
LESTV

ve81n
€€8TN

0€8TN

9281
S28T0

SI8TV

€18TN
181N

€LLTD
TLLID

69.10
89.10

99.L1D
S9L1D

9SLTD
SS.L10

TSLT0

¥

TTLID

LTLTY

STLTN
YILIV

L0LTD

SO0LTV

£6910
26910

06910

T89TV

6,910

LL9TD
9L9TV

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-41443, 8TOC

wwPDB EM Validation Summary Report

Page 20

cLozn
TLOCTV

79020
€902V

8502n

25029

6%02n
8%02n

€70V
zv0en

8€02N
LEOTD

€02

62020

(444

81020
L1020

¥102D
8002
200zn
€L610
TS6TV
0S6TV
6¥610
8¥6TV
L16TV
L06TD
L68TY
96819
S68TN

9881
881D

91810
0981V
6981V
89810
LS8TV

§58TN

o ..

6zcen

922TO

Yieev
e€rzen

802V
861CH
LB1ZD
9672Nn
S6T1CY
68TCY
8812y
1812V
€812

1812V
0812

LL12D

%120

6912D

89120

L9120

S9T12Y

912D

zsren

9ETTO

01120

9072ZH

680CY

18020
98020

78020
08020

8¢¥%C0
Leven

vevev
€evTd

ST¥CH

0T%2D

20%2H
Toven

L6€TD
96€2N

£6€an
26ETY
T6eCv

S8€TH

28ETY
18€2N

€LETY

zogen
T9€TH
09€2D

99€2D

oveTY
svecy
vveen
evecy
cveTy
15244

CEETY
Teeecy
0EETY

8CE€TI

9CETH

coeey

6822

T.22D

09zzn

veced

T€22d
0gzen

Yo9ev

1092V
0092H

9652n

6.5CV

LLSTY

S.STY

69529

© © PP PPPP0 V9909000 %0

i

PALA |
99529
]
€58520
2SST0
|
8¥%5CH
LYSTV
952D
]
TESTO
|
44141
| segev
z2esen
[ reseo
0zsen
6152N
8152Nn
L152D
|
S0STV
¥052d
€0s2n
i
6672V
| sevey
Leven
i
68%2D
i
98%2n
i
[42574%)
Ceen
08%2D
6,720
s
LL%TD
9.%20
i
572N
]
Tvven

LS.LTV

S§5.2D0

€5.2D

0§.2D0

STLTY

T1.20

T692Y

7992V
€992V

T89zn

£%920
TH9TD
0 %92V

v€92D

T€9ZH
0€92D
6292V
82920

2e9ed
12920

6192V
8192n

60920
80920

9092n
§092n

90620
i
¥68¢H
i
88820
i
1882V
088TY
i
L.8TV
i
982D
998CY
S98¢CY
v98evV
i

LG82D

96820

£982Y

ﬂmMN<
h#“ﬂb
0¥8zn
6E8TY
wm“mo
S€8TN
wmmmb
6282D
882N

mm“mu
£282D
[44:149)
ﬂNMND
8 ﬂmg*
[4 ﬁMNo
26.L20
6.2V

06.L2Y

18.20

6520
8G.20

£60€D
260V
ﬂQNMD
wwmmo
0hmm<
mmmmu
CS0EY
TS0€D
ommmo
Nwmm<
LEOEN
mm”m:
wmmm<
mw“m:
mﬁmmma
800€D
L00€D
mo“m<
66620
wmmm<
mmﬂw<
mhﬂﬂo
ﬂhﬂWu
65620
85620
LS62V
95620
meND
2¥620
1762V
062D
mm“mu
926TY
S26TH
vzeen

6162D

ST62D

L0€EN

S0EEY

v6ceN

rezen

88CED

98TEY

T8CEV
082€D

LLzen
9.zen
§.zen
692€D

£92en
¢szen

0o¥zed

€ETED
ceTen

0ozeTey
612ED

91Zen

L0zen

L61EN

8L1€D
LLTED

cLien

99TEV

69TEN
8GTEV

9%1€d

62TED

9CTEY

TT1€D

0TTED
60TED

STSED

L6YED

seven
v6vED

L8%ED

8LYED

SLYEV

€L%ED

89%eN

09%€D

9SvED

vIveEY

ovven

oThed

8THED

LoveEN
90%€N

S6EEV
v6eeEN
E€6EEV
68€ED

v.Le€D
€LEEN

TLEEV

89€EEY
LOEEY

voeen

0S€eEY

vveen
EVEED

TvEEV

EEEEY

6T€EN
8T€ED

oz.Len
LTLED
9T.eN
STLED
0TLED

T0LED
00.LED

8L9€D
LLOEY

699€V

S99EV
799evV

099€D
899€D
LS9€D
959€D

EVIEY
CHIEY

0v9en

T€9€D

829€N

209en

zesen
T6seN

08SEY

cLSeENn

899€D

999€eN
§§9eNn

TSsEN

L%S€D

evsen

0%SED

8ESED

GTSEY

126€D

0T6EV

voeen
€06EN

v88ev

S98€D

9€8EN

Yesev
E£EBEY

TEBEV

vzeen
€C8EY
2T8ED
128€N

618€N

9T8EY

608€EY

LOBEY

S08EY

208eY

86.eN
LeLen

98.EN

65.en
9ELED
selen
veLen
62.LED

veLen

SO0 oS

.

e Molecule 2

96170
S6TVV
G154
1541
68TV
¥81¥D
6L1%0

TLIVY
TLIVY

991%D

0ET¥D
62170

8T1%D
60170
88070
790%D

L5070
950%D

TSOPV

LY07D
9¥07n

¥2ovd
€207D

ﬁwmm<
ve6ED
€E6ED
CTEBED
Teeen

€T6EN

-
89270
|
59270

852vN

95TV

¥5Cvd
€5TYY

8¥evn

EiZa70)

EETTD

T€CY0

Maturat

62THY

LTTYV

€TTVD

(24744
602D

€020

1on protein

99%

Chain a

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 21 wwPDB EM Validation Summary Report

EMD-41443, 8TOC

3 L

e Molecule 2: Maturation protein

T141
1148
R176
N2!L
o
R4!L
R525

. =
Chain b: 99%

© OO & S O 99000 o o0 o < &

11}

1148

L

T141
K410
T434

e Molecule 3: Coat protein

Chain AB: 99%

B

e Molecule 3: Coat protein

Chain AC: 98%

-1

e Molecule 3: Coat protein

A67

Chain AE: 99%

b

e Molecule 3: Coat protein

Chain AF: 98%

b

e Molecule 3: Coat protein

170

Chain AG: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain AH: 98%
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b

e Molecule 3: Coat protein

D66

Chain AI:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain AJ:

B

e Molecule 3: Coat protein

99%

Chain AK:

b

e Molecule 3: Coat protein

99%

Chain AL:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain AM:

b

e Molecule 3: Coat protein

99%

Chain AN:

b

e Molecule 3: Coat protein

I70

98%

Chain AO:

b

e Molecule 3: Coat protein

99%
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Chain AP: 99%

B

e Molecule 3: Coat protein

Chain AQ: 98%

© o o
0 © ©
*<lem1

e Molecule 3: Coat protein

Chain Ac: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain AS: 99%

o

e Molecule 3: Coat protein

Chain AT: 99%

i

e Molecule 3: Coat protein

Chain AU: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain AV: 28%

-

e Molecule 3: Coat protein

D66

Chain AW: 99%
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b

e Molecule 3: Coat protein

Chain AX:

B

e Molecule 3: Coat protein

99%

Chain AY:

=

e Molecule 3: Coat protein

A67

98%

Chain AZ:

- o ©
¥ 0 ©
£ << a

e Molecule 3: Coat protein

P59

95%

Chain BA:

b

e Molecule 3: Coat protein

99%

Chain BB:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain BC:

b

e Molecule 3: Coat protein

D66

98%

Chain BD:

e

99%
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e Molecule 3: Coat protein

Chain BE: 99%

B

e Molecule 3: Coat protein

Chain BF: 98%

b

e Molecule 3: Coat protein

K60

Chain BG: 99%

e

e Molecule 3: Coat protein

Chain BH: 98%

b

e Molecule 3: Coat protein

A65

Chain BI: 99%

B

e Molecule 3: Coat protein

Chain BJ: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain BK: 99%

b

e Molecule 3: Coat protein
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Chain BL:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain BM:

e

e Molecule 3: Coat protein

99%

Chain BN:

oo
[l © ©
= oA

e Molecule 3: Coat protein

< Il
©
o

E62
M71

95%

5%

Chain BO:

g-g-
o <<

e Molecule 3: Coat protein

E62

98%

Chain BP:

b

e Molecule 3: Coat protein

I70

98%

Chain BQ:

e

e Molecule 3: Coat protein

99%

Chain Be:

b

e Molecule 3: Coat protein

99%

Chain BS:

100%
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There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain BT:

ot

e Molecule 3: Coat protein

K60
M71

98%

Chain BU:

=

e Molecule 3: Coat protein

A67

98%

Chain BV:

b

e Molecule 3: Coat protein

99%

Chain BW:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain BX:

b

e Molecule 3: Coat protein

I70

98%

Chain BY:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain BZ:

=

e Molecule 3: Coat protein

99%
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Chain CA: 98%

b

e Molecule 3: Coat protein

I70

Chain CB: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CC: 99%

b

e Molecule 3: Coat protein

Chain CD: 98%

-1

e Molecule 3: Coat protein

A67

Chain CE: 99%

e

e Molecule 3: Coat protein

Chain CF: 99%

o

e Molecule 3: Coat protein

Chain CG: 99%

i

e Molecule 3: Coat protein

Chain CH: 100%
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There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CI: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CJ: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CK: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CL: 99%

e

e Molecule 3: Coat protein

Chain CM: 98%

b

e Molecule 3: Coat protein

Cc64

Chain CN: 98%

oo
= A

e Molecule 3: Coat protein

I70

Chain CO: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CP: 98%
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D66

b

e Molecule 3: Coat protein

Chain CQ:

b1

e Molecule 3: Coat protein

A67

98%

Chain Ce:

b

e Molecule 3: Coat protein

99%

Chain CS:

B

e Molecule 3: Coat protein

99%

Chain CT:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CU:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain CV:

< =

e Molecule 3: Coat protein

A67

98%

Chain CW:

e

99%
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e Molecule 3: Coat protein

Chain CX: 98%

Fed

e Molecule 3: Coat protein

140

Chain CY: 99%

b

e Molecule 3: Coat protein

Chain CZ: 99%

b

e Molecule 3: Coat protein

Chain DA: 99%

B

e Molecule 3: Coat protein

Chain DB: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DC: 99%

e

e Molecule 3: Coat protein

Chain DD: 98%

b

e Molecule 3: Coat protein

I70
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Chain DE: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DF: 98%

=

e Molecule 3: Coat protein

A65

Chain DG: 98%

Fed

e Molecule 3: Coat protein

140

Chain DH: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DI: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DJ: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DK: 98%

b

e Molecule 3: Coat protein

E62

Chain DL: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DM: 99%
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b

e Molecule 3: Coat protein

Chain DN: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DO: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DQ: 98%

=

e Molecule 3: Coat protein

Chain Dc: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DS: 98%

b

e Molecule 3: Coat protein

I70

Chain DT: 98%

*

e Molecule 3: Coat protein

ﬁ-

E62

Chain DU: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DV: 97%
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e Molecule 3: Coat protein

Chain DW: 99%

B

e Molecule 3: Coat protein

Chain DX: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DY: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain DZ: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain EA: 99%

B

e Molecule 3: Coat protein

Chain EB: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain EC: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain ED: 98%
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b

e Molecule 3: Coat protein

D66

Chain EE:

—

e Molecule 3: Coat protein

K60
E62
A7

o <
© ©
v O

95%

5%

Chain EF:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain EG:

ooy o
A © © ~
= 4 o =

e Molecule 3: Coat protein

97%

Chain EH:

B

e Molecule 3: Coat protein

99%

Chain EI:

o o .
= 2

e Molecule 3: Coat protein

I70

98%

Chain EJ:

©
rg-w- 1
= =]

e Molecule 3: Coat protein

170

98%

Chain EK:

oot

D66

98%
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e Molecule 3: Coat protein

Chain EL:

et

e Molecule 3: Coat protein

P59

98%

Chain EM:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain EN:

b

e Molecule 3: Coat protein

99%

Chain EO:

o

e Molecule 3: Coat protein

99%

Chain EP:

ot

e Molecule 3: Coat protein

A67

98%

Chain EQ:

b

e Molecule 3: Coat protein

D66

98%

Chain Ec:

=

e Molecule 3: Coat protein

P61

98%
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Chain ES:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain ET:

i

e Molecule 3: Coat protein

99%

Chain EU:

e Molecule 3: Coat protein

98%

Chain EV:

=

e Molecule 3: Coat protein

99%

Chain EW:

e

e Molecule 3: Coat protein

99%

Chain EX:

w o o o
QN e o
=] A =

e Molecule 3: Coat protein

170

96%

Chain EY:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain EZ:

98%
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e Molecule 3: Coat protein

Chain FA: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain FB: 98%

o - .
< <=

e Molecule 3: Coat protein

I70

Chain FC: 98%

omo
rﬁ‘-w- 1
L=l 4

e Molecule 3: Coat protein

G63

Chain FD: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain FE: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain FF: 98%

b

e Molecule 3: Coat protein

170

Chain FG: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain FH: 100%
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There are no outlier residues recorded for this chain.

e Molecule 3:

Coat protein

Chain FI:

B

e Molecule 3:

Coat protein

99%

Chain FJ:

B

e Molecule 3:

Coat protein

99%

Chain FK:

e

e Molecule 3:

Coat protein

99%

Chain FL:

*

e Molecule 3:

=y |
<
-

M71

Coat protein

98%

Chain FM:

b

e Molecule 3:

D66

Coat protein

98%

Chain FN:

B

e Molecule 3:

Coat protein

99%

Chain FO:

=

99%
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e Molecule 3: Coat protein

Chain FP:

b1

e Molecule 3: Coat protein

A67

98%

Chain FQ:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain Fc:

*

e Molecule 3: Coat protein

o
<+
=

P61

98%

Chain FS:

*

e Molecule 3: Coat protein

~
©
<

M71

98%

Chain FT:

B

e Molecule 3: Coat protein

99%

Chain FU:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain FV:

=

e Molecule 3: Coat protein

99%

Chain FW:
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P59

preied

e Molecule 3: Coat protein

Chain FX: 98%

b

e Molecule 3: Coat protein

D66

Chain FY: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain FZ: 98%

w0 ©
<< A

e Molecule 3: Coat protein

A67

Chain GA: 99%

b

e Molecule 3: Coat protein

Chain GB: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain GC: 94%

] < © © © 2
~ - m S o =

e Molecule 3: Coat protein

K60
A67

6%

Chain GD: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein
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Chain GE:

©
rm-g-g-g1
~ - < -

e Molecule 3: Coat protein

97%

Chain GF:

B

e Molecule 3: Coat protein

99%

Chain GG:

B

e Molecule 3: Coat protein

99%

Chain GH:

b

e Molecule 3: Coat protein

I70

98%

Chain GI:

e

e Molecule 3: Coat protein

99%

Chain GJ:

b

e Molecule 3: Coat protein

99%

Chain GK:

b

e Molecule 3: Coat protein

99%
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Chain GL:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain GM:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain GN:

b

e Molecule 3: Coat protein

V69

98%

Chain GO:

=

e Molecule 3: Coat protein

99%

Chain GP:

*

e Molecule 3: Coat protein

<ol
<
-

M71

98%

Chain GQ:

b

e Molecule 3: Coat protein

99%

Chain Ge:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain GS:

100%

There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein
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Chain GT: 98%

b1

e Molecule 3: Coat protein

A67

Chain GU: 99%

et

e Molecule 3: Coat protein

Chain GV: 08%

*

e Molecule 3: Coat protein

oo
0
<

P61

Chain GW: 100%
There are no outlier residues recorded for this chain.

e Molecule 3: Coat protein

Chain GX: 94%

e © o — d
© © © ~ ~
o =] = = =

e Molecule 3: Coat protein

Chain GY: 99%

B
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4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided

Number of particles used 150000 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method NONE Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 50 Depositor
Minimum defocus (nm) 1000 Depositor
Maximum defocus (nm) 3500 Depositor
Magnification 130000 Depositor
Image detector GATAN K3 BIOQUANTUM (6k x 4k) Depositor
Maximum map value 1.710 Depositor
Minimum map value -0.308 Depositor
Average map value 0.021 Depositor
Map value standard deviation 0.121 Depositor
Recommended contour level 0.128 Depositor
Map size (A) 487.59998, 487.59998, 487.59998 wwPDB
Map dimensions 460, 460, 460 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.06, 1.06, 1.06 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 R 0.19 | 0/101047 | 0.76 | 10/157333 (0.0%)
2 a 0.26 0/4409 0.54 0/5964
2 b 0.25 0/4409 0.53 0/5964
3 AB 0.27 0/985 0.52 0/1342
3 AC 0.27 0/985 0.52 0/1342
3 AE 0.30 0/985 0.54 0/1342
3 AF 0.28 0/985 0.51 0/1342
3 AG 0.29 0/985 0.53 0/1342
3 AH 0.28 0/985 0.50 0/1342
3 Al 0.30 0/985 0.52 0/1342
3 AJ 0.29 0/985 0.52 0/1342
3 AK 0.29 0/985 0.53 0/1342
3 AL 0.28 0/985 0.50 0/1342
3 AM 0.29 0/985 0.54 0/1342
3 AN 0.29 0/985 0.51 0/1342
3 AO 0.27 0/985 0.51 0/1342
3 AP 0.30 0/985 0.53 0/1342
3 AQ 0.31 0/985 0.52 0/1342
3 AS 0.30 0/985 0.53 0/1342
3 AT 0.28 0/985 0.53 0/1342
3 AU 0.29 0/985 0.53 0/1342
3 AV 0.29 0/985 0.53 0/1342
3 AW 0.29 0/985 0.54 0/1342
3 AX 0.28 0/985 0.52 0/1342
3 AY 0.29 0/985 0.52 0/1342
3 AZ 0.32 0/985 0.55 0/1342
3 Ac 0.29 0/985 0.53 0/1342
3 BA 0.29 0/985 0.53 0/1342
3 BB 0.29 0/985 0.53 0/1342
3 BC 0.30 0/985 0.56 0/1342
3 BD 0.29 0/985 0.51 0/1342
3 BE 0.29 0/985 0.51 0/1342
3 BF 0.29 0/985 0.52 0/1342
3 BG 0.29 0/985 0.55 1/1342 (0.1%)

EMD-41443, 8TOC
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. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ #4Z| >5
3 BH 0.29 0/985 0.53 0/1342
3 BI 0.29 0/985 0.53 0/1342
3 BJ 0.29 0/985 0.52 0/1342
3 BK 0.28 0/985 0.53 0/1342
3 BL 0.28 0/985 0.51 0/1342
3 BM 0.28 0/985 0.53 0/1342
3 BN 0.35 0/985 0.55 0/1342
3 BO 0.29 0/985 0.53 0/1342
3 BP 0.29 0/985 0.54 0/1342
3 BQ 0.29 0/985 0.51 0/1342
3 BS 0.30 0/985 0.51 0/1342
3 BT 0.28 0/985 0.53 0/1342
3 BU 0.29 0/985 0.53 0/1342
3 BV 0.32 0/985 0.55 0/1342
3 BW 0.29 0/985 0.53 0/1342
3 BX 0.29 0/985 0.53 0/1342
3 BY 0.29 0/985 0.50 0/1342
3 BZ 0.29 0/985 0.55 0/1342
3 Bce 0.29 0/985 0.53 0/1342
3 CA 0.30 0/985 0.57 0/1342
3 CB 0.29 0/985 0.50 0/1342
3 CcC 0.29 0/985 0.53 0/1342
3 CD 0.28 0/985 0.55 0/1342
3 CE 0.30 0/985 0.56 0/1342
3 CF 0.29 0/985 0.52 0/1342
3 CG 0.28 0/985 0.51 0/1342
3 CH 0.29 0/985 0.51 0/1342
3 CI 0.29 0/985 0.53 0/1342
3 CJ 0.30 0/985 0.56 0/1342
3 CK 0.29 0/985 0.53 0/1342
3 CL 0.28 0/985 0.50 0/1342
3 CM 0.27 0/985 0.54 0/1342
3 CN 0.29 0/985 0.56 0/1342
3 CO 0.28 0/985 0.55 0/1342
3 CP 0.28 0/985 0.53 0/1342
3 CQ 0.28 0/985 0.50 0/1342
3 CS 0.28 0/985 0.53 0/1342
3 CT 0.28 0/985 0.51 0/1342
3 CU 0.30 0/985 0.54 0/1342
3 CV 0.28 0/985 0.52 0/1342
3 CW 0.28 0/985 0.50 0/1342
3 CcX 0.28 0/985 0.51 0/1342
3 CY 0.28 0/985 0.52 0/1342
$roe
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. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ #4Z| >5
3 CZ 0.28 0/985 0.51 0/1342
3 Cc 0.31 0/985 0.52 0/1342
3 DA 0.29 0/985 0.51 0/1342
3 DB 0.29 0/985 0.54 0/1342
3 DC 0.28 0/985 0.55 0/1342
3 DD 0.29 0/985 0.52 0/1342
3 DE 0.30 0/985 0.53 0/1342
3 DF 0.29 0/985 0.54 0/1342
3 DG 0.29 0/985 0.54 0/1342
3 DH 0.29 0/985 0.51 0/1342
3 DI 0.27 0/985 0.52 0/1342
3 DJ 0.28 0/985 0.52 0/1342
3 DK 0.29 0/985 0.50 0/1342
3 DL 0.29 0/985 0.53 0/1342
3 DM 0.29 0/985 0.52 0/1342
3 DN 0.30 0/985 0.56 0/1342
3 DO 0.27 0/985 0.54 0/1342
3 DQ 0.28 0/985 0.53 0/1342
3 DS 0.29 0/985 0.53 0/1342
3 DT 0.29 0/985 0.53 0/1342
3 DU 0.28 0/985 0.51 0/1342
3 DV 0.29 0/985 0.51 0/1342
3 DW 0.28 0/985 0.52 0/1342
3 DX 0.29 0/985 0.53 0/1342
3 DY 0.31 0/985 0.54 0/1342
3 DZ 0.28 0/985 0.52 0/1342
3 Dc 0.29 0/985 0.50 0/1342
3 EA 0.28 0/985 0.49 0/1342
3 EB 0.29 0/985 0.53 0/1342
3 EC 0.29 0/985 0.51 0/1342
3 ED 0.29 0/985 0.52 0/1342
3 EE 0.31 0/985 0.53 0/1342
3 EF 0.31 0/985 0.54 0/1342
3 EG 0.33 0/985 0.54 0/1342
3 EH 0.30 0/985 0.53 0/1342
3 EI 0.29 0/985 0.53 0/1342
3 EJ 0.30 0/985 0.52 0/1342
3 EK 0.29 0/985 0.55 0/1342
3 EL 0.31 0/985 0.53 0/1342
3 EM 0.28 0/985 0.53 0/1342
3 EN 0.29 0/985 0.53 0/1342
3 EO 0.29 0/985 0.52 0/1342
3 EP 0.29 0/985 0.51 0/1342
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. Bond lengths Bond angles

Mol | Chain | pyia7 17 55 | RMSZ #4Z| >5
3 EQ 0.29 0/985 0.51 0/1342
3 ES 0.28 0/985 0.52 0/1342
3 ET 0.29 0/985 0.55 1/1342 (0.1%)
3 EU 0.28 0/985 0.54 0/1342
3 EV 0.29 0/985 0.54 0/1342
3 EW 0.29 0/985 0.53 0/1342
3 EX 0.30 0/985 0.55 0/1342
3 EY 0.29 0/985 0.52 0/1342
3 EZ 0.30 0/985 0.52 0/1342
3 Ec 0.31 0/985 0.56 1/1342 (0.1%)
3 FA 0.28 0/985 0.53 0/1342
3 FB 0.28 0/985 0.55 0/1342
3 FC 0.27 0/985 0.49 0/1342
3 FD 0.28 0/985 0.53 0/1342
3 FE 0.29 0/985 0.55 0/1342
3 FF 0.28 0/985 0.53 0/1342
3 FG 0.28 0/985 0.52 0/1342
3 FH 0.29 0/985 0.54 0/1342
3 FI 0.29 0/985 0.54 0/1342
3 FJ 0.29 0/985 0.52 0/1342
3 FK 0.30 0/985 0.52 0/1342
3 FL 0.28 0/985 0.53 0/1342
3 FM 0.28 0/985 0.53 0/1342
3 FN 0.28 0/985 0.52 0/1342
3 FO 0.30 0/985 0.55 0/1342
3 FP 0.29 0/985 0.52 0/1342
3 FQ 0.28 0/985 0.52 0/1342
3 FS 0.28 0/985 0.52 0/1342
3 FT 0.29 0/985 0.52 0/1342
3 FU 0.29 0/985 0.51 0/1342
3 FV 0.28 0/985 0.52 0/1342
3 FW 0.31 0/985 0.56 0/1342
3 FX 0.29 0/985 0.54 0/1342
3 FY 0.28 0/985 0.50 0/1342
3 F7Z 0.29 0/985 0.54 0/1342
3 Fe 0.29 0/985 0.56 0/1342
3 GA 0.28 0/985 0.54 0/1342
3 GB 0.29 0/985 0.51 0/1342
3 GC 0.39 0/985 0.57 1/1342 (0.1%)
3 GD 0.28 0/985 0.52 0/1342
3 GE 0.29 0/985 0.54 0/1342
3 GF 0.28 0/985 0.53 0/1342
3 GG 0.28 0/985 0.49 0/1342
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. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ #4Z| >5
3 GH 0.29 0/985 0.52 0/1342
3 GI 0.29 0/985 0.52 0/1342
3 GJ 0.29 0/985 0.51 0/1342
3 GK 0.29 0/985 0.51 0/1342
3 GL 0.29 0/985 0.51 0/1342
3 GM 0.28 0/985 0.53 0/1342
3 GN 0.29 0/985 0.53 0/1342
3 GO 0.29 0/985 0.52 0/1342
3 GP 0.28 0/985 0.50 0/1342
3 GQ 0.28 0/985 0.52 0/1342
3 GS 0.28 0/985 0.52 0/1342
3 GT 0.29 0/985 0.50 0/1342
3 GU 0.29 0/985 0.51 0/1342
3 GV 0.29 0/985 0.53 0/1342
3 GW 0.29 0/985 0.53 0/1342
3 GX 0.40 0/985 0.58 0/1342
3 GY 0.29 0/985 0.53 0/1342
3 Ge 0.29 0/985 0.52 0/1342
All All 0.26 | 0/285195 | 0.63 | 14/408137 (0.0%)

There are no bond length outliers.

The worst 5 of 14 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
3 BG 68 CYS | CA-CB-SG | 7.13 126.83 114.00
1 R 1773 C N3-C2-02 | -6.86 117.10 121.90
1 R 1094 C N1-C2-02 | 6.72 122.93 118.90
1 R 4223 G N1-C6-0O6 | -6.67 115.90 119.90
1 R 4223 G C5-C6-06 | 6.38 132.43 128.60

There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

Due to software issues we are unable to calculate clashes - this section is therefore empty.
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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
2 532/534 (100%) 492 (92%) 38 (7%) 2 (0%) 34 68
2 532/534 (100%) 488 (92%) 41 (8%) 3 (1%) 25 59
3 AB 127/129 (98%) 114 (90%) 13 (10%) 0 100 § § 100
3 AC 127/129 (98%) 119 (94%) 6 (5%) 2 (2%) 36
3 AE 127/129 (98%) 114 (90%) 12 (9%) 1 (1%)

3 AF 127/129 (98%) 117 (92%) 8 (6%) 2 (2%)

3 AG 127/129 (98%) 112 (88%) 15 (12%) 0

3 AH 127/129 (98%) 120 (94%) 5 (4%) 2 (2%)

3 Al 127/129 (98%) 120 (94%) 7 (6%) 0

3 AJ 127/129 (98%) 123 (97%) 3 (2%) 1 (1%)

3 AK 127/129 (98%) 120 (94%) 6 (5%) 1 (1%)

3 AL 127/129 (98%) 118 (93%) 9 (7%) 0

3 AM 127/129 (98%) 118 (93%) 8 (6%) 1 (1%)

3 AN 127/129 (98%) 118 (93%) 8 (6%) 1 (1%) 19 53
3 AO 127/129 (98%) 121 (95%) 5 (4%) 1 (1%) 19 53
3 AP 127/129 (98%) 120 (94%) 7 (6%) 0 I 100
3 AQ 127/129 (98%) 113 (89%) 11 (9%) 3 (2%) 6] 26
3 AS 127/129 (98%) 122 (96%) 4 (3%) 1 (1%) 19 53
3 AT 127/129 (98%) 120 (94%) 6 (5%) 1 (1%) 19 53
3 AU 127/129 (98%) 121 (95%) 6 (5%) 0 100 § § 100
3 AV 127/129 (98%) 114 (90%) 11 (9%) 2 (2%) 36
3 AW 127/129 (98%) 119 (94%) 7 (6%) 1 (1%) 19 53
3 AX 127/129 (98%) 120 (94%) 6 (5%) 1 (1%) 19 53
3 AY 127/129 (98%) 120 (94%) 5 (4%) 2 (2%) 9} 36
3 AZ 127/129 (98%) 115 (91%) 7 (6%) 5 (4%) 17

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 | Ac 127/129 (98%) | 118 (93%) | 9 (7%) 0 100 [100]
3 | BA 127/129 (98%) | 120 (94%) | 6 (5%) | 1(1%) | (19 53
3 | BB 127/129 (98%) | 123 (97%) | 4 (3%) 0 100 | [ 100
3 | BC 127/129 (98%) | 112 (88%) | 13 (10%) | 2 (2%) 36
3 | BD 127/129 (98%) | 121 (95%) | 5(4%) | 1(1%) | 19 53
3 | BE 127/129 (98%) | 123 (97%) | 3 (2%) | 1(1%) | 19 53
3 | BF 127/129 (98%) | 118 (93%) | 8 (6%) | 1(1%) | 19 53
3 | BG 127/129 (98%) | 120 (94%) | 7 (6%)

3 | BH 127/129 (98%) | 120 (94%) | 5 (4%)

3 | BI 127/129 (98%) | 120 (94%) | 7 (6%) (100 [100]
3 | BJ 127/129 (98%) | 119 (94%) | 8 (6%) 100 [100]
3 | BK 127/129 (98%) | 120 (94%) | 6 (5%)

3 | BL 127/129 (98%) | 119 (94%) | 8 (6%) 0 100 | [ 100
3 | BM 127/129 (98%) | 121 (95%) | 5(4%) | 1(1%) | (19 53
3 | BN 127/129 (98%) | 113 (89%) | 12 (9%) | 2 (2%)

3 | BO 127/129 (98%) | 114 (90%) | 11 (9%) | 2 (2%)

3 | BP 127/129 (98%) | 120 (94%) | 6 (5%) | 1(1%)

3 | BQ 127/129 (98%) | 121 (95%) | 5(4%) | 1(1%)

3 | BS 127/129 (98%) | 118 (93%) | 9 (7%)

3 | BT 127/129 (98%) | 114 (90%) | 11 (9%)

3 | BU 127/129 (98%) | 121 (95%) | 4 (3%)

3 | BV 127/129 (98%) | 117 (92%) | 9 (7%)

3 | BW | 127/129 (98%) | 118 (93%) | 9 (7%)

3 | BX 127/129 (98%) | 118 (93%) | 7 (6%)

3 | BY 127/129 (98%) | 119 (94%) | 8 (6%)

3 | Bz 127/129 (98%) | 118 (93%) | 8 (6%)

3 | Be 127/129 (98%) | 119 (94%) | 7 (6%)

3 | CA 127/129 (98%) | 115 (91%) | 10 (8%) | 2(2%) | 19| 36
3 | B 127/129 (98%) | 123 (97%) | 4 (3%) 0
3 | cc 127/129 (98%) | 120 (94%) | 6 (5%) | 1(1%) | 19 53
3 | CD | 127/120 (98%) | 116 (91%) | 9(1%) | 2(2%) | |9] 36
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 CE 127/129 (98%) 120 (94%) 6 (5%) 1 (1%) 19 53
3 CF 127/129 (98%) 122 (96%) 4 (3%) 1 (1%) 197 53
3 CG 127/129 (98%) 122 (96%) 4 (3%) 1 (1%) 19 53
3 | CH 127/129 (98%) | 122 (96%) | 5 (4%) (100 [100]
3 | 127/129 (98%) | 120 (94%) | 7 (6%) 100 ] [100]
3 | 127/129 (98%) | 120 (94%) | 7 (6%) 100 [100]
3 CK 127/129 (98%) 120 (94%) 7 (6%)

3 CL 127/129 (98%) 118 (93%) 8 (6%)
3 CM 127/129 (98%) 116 (91%) 9 (7%)
3 CN 127/129 (98%) 118 (93%) 7 (6%)
3 CO 127/129 (98%) 119 (94%) 8 (6%)
3 CPp 127/129 (98%) 115 (91%) 10 (8%)
3 CQ 127/129 (98%) 122 (96%) 3 (2%)
3 CS 127/129 (98%) 118 (93%) 8 (6%)
3 CT 127/129 (98%) 118 (93%) 9 (7%)
3 CU 127/129 (98%) 119 (94%) 8 (6%)
3 CV 127/129 (98%) 117 (92%) 7 (6%)
3 CW 127/129 (98%) 124 (98%) 2 (2%)
3 CcX 127/129 (98%) 123 (97%) 3 (2%)
3 CY 127/129 (98%) 119 (94%) 7 (6%)
3 CZ 127/129 (98%) 121 (95%) 5 (4%)
3 Cc 127/129 (98%) 123 (97%) 3 (2%)
3 DA 127/129 (98%) 120 (94%) 6 (5%)
3 DB 127/129 (98%) 119 (94%) 8 (6%)
3 DC 127/129 (98%) 118 (93%) 8 (6%)
3 DD 127/129 (98%) 118 (93%) 7 (6%)
3 DE 127/129 (98%) 121 (95%) 6 (5%)
3 DF 127/129 (98%) 121 (95%) 4 (3%)
3 DG 127/129 (98%) 116 (91%) 10 (8%)
3 DH 127/129 (98%) 120 (94%) 7 (6%) 0 100 | § 100
3 DI 127/129 (98%) 122 (96%) 5 (4%) 0 100 | § 100

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 | DJ 127/129 (98%) | 118 (93%) | 9 (7%) 0 100 [100]
3 DK 127/129 (98%) 119 (94%) | 6 (5%) | 2 (2%) 36
3 DL 127/129 (98%) 118 (93%) | 9 (7%) 0
3 DM 127/129 (98%) 120 (94%) | 6 (5%) 1 (1%) 19 53
3 DN 127/129 (98%) 116 (91%) | 11 (9%) 0 |
3 DO 127/129 (98%) 117 (92%) | 10 (8%) 0
3 DQ 127/129 (98%) 117 (92%) | 9 (7%) 1 (1%) 19 53
3 DS 127/129 (98%) 117 (92%) | 8 (6%) | 2 (2%) 9] 36
3 DT 127/129 (98%) 116 (91%) | 10 (8%) | 1 (1%) 19 53
3 DU 127/129 (98%) 118 (93%) | 9 (7%) 0 100 | f 100
3 DV 127/129 (98%) 117 (92%) | 7 (6%)

3 | DW 127/129 (93%) 118 (93%) | 8 (6%)

3 DX 127/129 (98%) 121 (95%) | 6 (5%)

3 | DY 127/129 (98%) | 118 (93%) | 9 (7%) 100 ] [ 100}
3 DZ 127/129 (98%) 119 (94%) | 8 (6%) |
3 | De 127/129 (98%) | 122 (96%) | 5 (4%) 100 [ 100]
3 | EA 127/129 (98%) | 121 (95%) | 6 (5%) 100 ] [ 100]
3 | EB 127/129 (98%) | 121 (95%) | 6 (5%) 100 [100]
3 EC 127/129 (98%) 117 (92%) | 10 (8%) |
3 ED 127/129 (98%) 120 (94%) | 5 (4%)

3 EE 127/129 (98%) 115 (91%) | 8 (6%)

3 EF 127/129 (98%) 115 (91%) | 12 (9%)

3 EG 127/129 (98%) 120 (94%) | 3 (2%)

3 EH 127/129 (98%) 121 (95%) | 5 (4%)

3 EI 127/129 (98%) 115 (91%) | 10 (8%)

3 EJ 127/129 (98%) 119 (94%) | 5 (4%)

3 EK 127/129 (98%) 123 (97%) | 2 (2%)

3 EL 127/129 (98%) 119 (94%) | 6 (5%)

3 | EM 127/129 (98%) | 122 (96%) | 5 (4%) 0 (100 [100]
3 EN 127/129 (93%) 115 (91%) | 11 (9%) | 1 (1%) 19 53
3 EO 127/129 (98%) 118 (93%) | 8 (6%) 1 (1%) 19 53

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 EP 127/129 (98%) 119 (94%) 6 (5%) 2 (2%) 9] 36
3 EQ 127/129 (98%) 118 (93%) 7 (6%) 2 (2%) 9} 36
3 ES 127/129 (98%) 120 (94%) 7 (6%) 0 100
3 ET 127/129 (98%) 122 (96%) 4 (3%) 1 (1%) 19 53
3 EU 127/129 (98%) 115 (91%) 11 (9%) 1 (1%) 19 53
3 EV 127/129 (98%) 120 (94%) 6 (5%) 1 (1%) 19 53
3 EW 127/129 (98%) 119 (94%) 7 (6%) 1 (1%)

3 EX 127/129 (98%) 110 (87%) 13 (10%) 4 (3%)

3 EY 127/129 (98%) 118 (93%) 9 (7%) 0

3 EZ 127/129 (98%) 119 (94%) 6 (5%) 2 (2%)

3 Ec 127/129 (98%) 116 (91%) 10 (8%) 1 (1%)

3 FA 127/129 (98%) 119 (94%) 8 (6%) 0

3 FB 127/129 (98%) 115 (91%) 9 (7%) 3 (2%)

3 FC 127/129 (98%) 118 (93%) 6 (5%) 3 (2%)

3 FD 127/129 (98%) 119 (94%) 8 (6%) 0

3 FE 127/129 (98%) 116 (91%) 11 (9%) 0

3 FF 127/129 (98%) 120 (94%) 6 (5%) (1%)

3 FG 127/129 (98%) 116 (91%) 11 (9%) 0

3 FH 127/129 (98%) 115 (91%) 12 (9%) 0

3 FI 127/129 (98%) 121 (95%) 6 (5%) 0

3 FJ 127/129 (98%) 120 (94%) 6 (5%) 1 (1%)

3 FK 127/129 (98%) 123 (97%) 4 (3%) 0

3 FL 127/129 (98%) 117 (92%) 9 (7%) 1 (1%)

3 FM 127/129 (98%) 118 (93%) 7 (6%) 2 (2%)

3 FN 127/129 (98%) 121 (95%) 5 (4%) 1 (1%)

3 FO 127/129 (98%) 119 (94%) 7 (6%) 1 (1%) 19 53
3 FP 127/129 (98%) 120 (94%) 5 (4%) 2 (2%) 9 36
3 | FQ 127/129 (98%) | 120 (94%) | 7 (6%) 0 (100 ] [100]
3 FS 127/129 (98%) 121 (95%) 5 (4%) 1 (1%) 19 53
3 FT 127/129 (98%) 118 (93%) 8 (6%) 1 (1%) 19 53
3 FU 127/129 (98%) 121 (95%) 6 (5%) 0 100 § § 100

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 FV 127/129 (98%) 119 (94%) 7 (6%) 1 (1%)
3 FW 127/129 (98%) 112 (88%) 11 (9%) 4 (3%)
3 FX 127/129 (98%) 117 (92%) 8 (6%) 2 (2%)
3 FY 127/129 (98%) 123 (97%) 4 (3%) 0
3 FZ 127/129 (98%) 113 (89%) 11 (9%) 3 (2%)
3 Fe 127/129 (98%) 118 (93%) 7 (6%) 2 (2%)
3 GA 127/129 (98%) 116 (91%) 10 (8%) 1 (1%)
3 GB 127/129 (98%) 120 (94%) 7 (6%) 0
3 GC 127/129 (98%) 117 (92%) 7 (6%) 3 (2%)
3 GD 127/129 (98%) 122 (96%) 5 (4%) 0
3 GE 127/129 (98%) 119 (94%) 5 (4%) 3 (2%)
3 GF 127/129 (98%) 121 (95%) 5 (4%) 1 (1%)
3 GG 127/129 (98%) 122 (96%) 4 (3%) 1 (1%)
3 GH 127/129 (98%) 122 (96%) 3 (2%) 2 (2%)
3 GI 127/129 (98%) 117 (92%) 9 (7%) 1 (1%)
3 GJ 127/129 (98%) 120 (94%) 6 (5%) 1 (1%)
3 GK 127/129 (98%) 117 (92%) 9 (7%) 1 (1%)
3 GL 127/129 (98%) 121 (95%) 6 (5%) 0
3 GM 127/129 (98%) 122 (96%) 5 (4%) 0
3 GN 127/129 (98%) 118 (93%) 7 (6%) 2 (2%)
3 GO 127/129 (98%) 121 (95%) 5 (4%) 1 (1%)
3 GP 127/129 (98%) 120 (94%) 6 (5%) 1 (1%)
3 GQ 127/129 (98%) 119 (94%) 7 (6%) 1 (1%)
3 GS 127/129 (98%) 123 (97%) 4 (3%) 0
3 GT 127/129 (98%) 119 (94%) 6 (5%) 2 (2%)
3 GU 127/129 (98%) 121 (95%) 5 (4%) 1 (1%)
3 GV 127/129 (98%) 116 (91%) 9 (7%) 2 (2%)
3 GW 127/129 (98%) 117 (92%) 10 (8%) 0
3 GX 127/129 (98%) 114 (90%) 9 (7%) 4 (3%)
3 GY 127/129 (98%) 118 (93%) 8 (6%) 1 (1%)
3 Ge 127/129 (98%) 121 (95%) 6 (5%) 0 100 § § 100
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Mol | Chain Analysed
All All 23670/24030 (98%)

Allowed
1356 (6%)

Outliers | Percentiles

197 (1%) | 24 53

Favoured
22117 (93%)

5 of 197 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 a 148 ILE
2 b 148 ILE
3 AV 66 ASP
3 AX 70 ILE
3 AY 67 ALA

5.3.2 Protein sidechains ()

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
2 466/466 (100%) 461 (99%) 5 (1%)
2 b 466/466 (100%) 465 (100%) | 1 (0%)
3 AB 108/108 (100%) 107 (99%) 1 (1%)
3 AC 108/108 (100%) 108 (100%) 0 |
3 AE 108,/108 (100%) 108 (100%) 0 |
3 AF 108/108 (100%) 108 (100%) 0 |
3 AG 108/108 (100%) 108 (100%) 0 |
3 AH 108/108 (100%) 108 (100%) 0 |
3 Al 108/108 (100%) 108 (100%) 0 |
3 AJ 108/108 (100%) 108 (100%) 0 |
3 | AK 108/108 (100%) | 108 (100%) 0 100 | 100]
3 AL 108/108 (100%) 108 (100%) 0 |
3 AM 108,/108 (100%) 108 (100%) 0
3 AN 108,/108 (100%) 107 (99%) 1 (1%)
3 AO 108,/108 (100%) 108 (100%) 0
3 AP 108,/108 (100%) 107 (99%) 1 (1%)

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 AQ 108,/108 (100%) 108 (100%) 0
3 AS 108,/108 (100%) 108 (100%) 0
3 AT 108/108 (100%) 107 (99%) 1 (1%)
3 | AU 108/108 (100%) | 108 (100%) 0 [100] [ 100]
3 AV 108/108 (100%) 108 (100%) 0 |
3 AW 108/108 (100%) 108 (100%) 0 |
3 AX 108/108 (100%) 108 (100%) 0 |
3 AY 108/108 (100%) 108 (100%) 0 |
3 AZ 108,108 (100%) 105 (97%) 3 (3%)
3 Ac 108/108 (100%) 108 (100%) 0
3 BA 108/108 (100%) 108 (100%) 0 |
3 | BB 108/108 (100%) | 108 (100%) 0 [100] [ 100}
3 BC 108/108 (100%) 108 (100%) 0 |
3 BD 108/108 (100%) 108 (100%) 0 |
3 BE 108,/108 (100%) 108 (100%) 0 |
3 BF 108,108 (100%) 107 (99%) 1 (1%)
3 BG 108/108 (100%) 108 (100%) 0 |
3 BH 108/108 (100%) 108 (100%) 0 |
3 BI 108,108 (100%) 107 (99%) 1 (1%)
3 BJ 108/108 (100%) 108 (100%) 0
3 BK 108,108 (100%) 108 (100%) 0
3 BL 108/108 (100%) 108 (100%) 0
3 BM 108,/108 (100%) 108 (100%) 0
3 BN 108,108 (100%) 104 (96%)
3 BO 108,/108 (100%) 107 (99%)
3 BP 108,108 (100%) 107 (99%)
3 BQ 108/108 (100%) 108 (100%)
3 BS 108,108 (100%) 108 (100%)
3 BT 108/108 (100%) 107 (99%)
3 BU 108/108 (100%) 108 (100%)
3 BV 108,/108 (100%) 108 (100%)

EMD-41443, 8TOC
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Percentiles
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Mol | Chain Analysed Rotameric | Outliers
3 BW 108/108 (100%) 108 (100%) 0
3 BX 108/108 (100%) 108 (100%) 0
3 BY 108/108 (100%) 108 (100%) 0
3 BZ 108/108 (100%) 108 (100%) 0
3 Bce 108/108 (100%) 108 (100%) 0
3 CA 108/108 (100%) 108 (100%) 0
3 CB 108/108 (100%) 108 (100%) 0
3 CcC 108/108 (100%) 108 (100%) 0
3 CD 108/108 (100%) 108 (100%) 0
3 CE 108/108 (100%) 108 (100%) 0
3 CF 108/108 (100%) 108 (100%) 0
3 CG 108/108 (100%) 107 (99%) 1 (1%)
3 CH 108/108 (100%) 108 (100%) 0
3 CI 108/108 (100%) 108 (100%) 0
3 CJ 108/108 (100%) 108 (100%) 0
3 CK 108/108 (100%) 108 (100%) 0
3 CL 108/108 (100%) 108 (100%) 0
3 CM 108/108 (100%) 108 (100%) 0
3 CN 108/108 (100%) 107 (99%) 1 (1%)
3 CO 108/108 (100%) 108 (100%) 0
3 CP 108/108 (100%) 108 (100%) 0
3 CQ 108/108 (100%) 108 (100%) 0
3 CS 108/108 (100%) 108 (100%) 0
3 CT 108/108 (100%) 108 (100%) 0
3 CU 108/108 (100%) 108 (100%) 0
3 % 108/108 (100%) 108 (100%) 0
3 CW 108/108 (100%) 108 (100%) 0
3 CX 108/108 (100%) 107 (99%) 1 (1%)
3 CY 108/108 (100%) 108 (100%) 0
3 CZ 108/108 (100%) 108 (100%) 0
3 Cc 108/108 (100%) 108 (100%) 0

EMD-41443, 8TOC
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Percentiles

oo] [100]

o] [100]
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I |
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Mol | Chain Analysed Rotameric | Outliers
3 DA 108/108 (100%) 108 (100%) 0
3 DB 108/108 (100%) 108 (100%) 0
3 DC 108/108 (100%) 108 (100%) 0
3 DD 108/108 (100%) 108 (100%) 0
3 DE 108/108 (100%) 108 (100%) 0
3 DF 108/108 (100%) 108 (100%) 0
3 DG 108/108 (100%) 107 (99%) 1 (1%)
3 DH 108/108 (100%) 108 (100%) 0
3 DI 108/108 (100%) 108 (100%) 0
3 DJ 108/108 (100%) 108 (100%) 0
3 DK 108/108 (100%) 108 (100%) 0
3 DL 108/108 (100%) 108 (100%) 0
3 DM 108/108 (100%) 108 (100%) 0
3 DN 108/108 (100%) 108 (100%) 0
3 DO 108/108 (100%) 108 (100%) 0
3 DQ 108/108 (100%) 107 (99%) 1 (1%)
3 DS 108/108 (100%) 108 (100%) 0
3 DT 108/108 (100%) 107 (99%) 1 (1%)
3 DU 108/108 (100%) 108 (100%) 0
3 DV 108/108 (100%) 107 (99%) 1 (1%)
3 DW 108/108 (100%) 108 (100%) 0
3 DX 108/108 (100%) 108 (100%) 0
3 DY 108/108 (100%) 108 (100%) 0
3 DZ 108/108 (100%) 108 (100%) 0
3 Dc 108/108 (100%) 108 (100%) 0
3 EA 108/108 (100%) 107 (99%) 1 (1%)
3 EB 108/108 (100%) 108 (100%) 0
3 EC 108/108 (100%) 108 (100%) 0
3 ED 108/108 (100%) 108 (100%) 0
3 EE 108/108 (100%) 106 (98%) 2 (2%)
3 EF 108/108 (100%) 108 (100%) 0

100 § § 100
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 EG 108,/108 (100%) 108 (100%) 0
3 EH 108,/108 (100%) 108 (100%) 0
3 EI 108/108 (100%) 107 (99%) 1 (1%)
3 | B 108/108 (100%) | 108 (100%) 0 [100] [ 100]
3 EK 108/108 (100%) 108 (100%) 0 |
3 EL 108/108 (100%) 108 (100%) 0 |
3 EM 108/108 (100%) 108 (100%) 0 |
3 EN 108/108 (100%) 108 (100%) 0 |
3 EO 108/108 (100%) 108 (100%) 0 |
3 EP 108,/108 (100%) 108 (100%) 0 |
3 EQ 108/108 (100%) 108 (100%) 0 |
3 | ES 108/108 (100%) | 108 (100%) 0 [100] [ 100}
3 ET 108/108 (100%) 108 (100%) 0 |
3 EU 108,108 (100%) 106 (98%) 2 (2%)
3 EV 108,/108 (100%) 108 (100%) 0
3 EW 108/108 (100%) 108 (100%) 0 |
3 EX 108/108 (100%) 107 (99%) 1 (1%)
3 EY 108/108 (100%) 108 (100%) 0
3 EZ 108/108 (100%) 108 (100%) 0 |
3 Ec 108/108 (100%) 108 (100%) 0 |
3 | FA 108/108 (100%) | 108 (100%) 0 100 | 100]
3 FB 108/108 (100%) 108 (100%) 0 |
3 FC 108/108 (100%) 108 (100%) 0 |
3 FD 108/108 (100%) 108 (100%) 0 |
3 FE 108/108 (100%) 108 (100%) 0 |
3 FF 108,108 (100%) 107 (99%) 1 (1%)
3 FG 108/108 (100%) 108 (100%) 0
3 FH 108,108 (100%) 108 (100%) 0
3 FI 108/108 (100%) 107 (99%) 1 (1%)
3 FJ 108/108 (100%) 108 (100%) 0
3 FK 108,108 (100%) 107 (99%) 1 (1%)

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 FL 108,/108 (100%) 107 (99%) 1 (1%) 78
3 FM 108/108 (100%) 108 (100%) 0 |
3 FN 108,/108 (100%) 108 (100%) 0 |
3 | FO 108/108 (100%) | 108 (100%) 0 100 | 100]
3 FP 108/108 (100%) 108 (100%) 0 |
3 FQ 108,108 (100%) 108 (100%) 0
3 FS 108,108 (100%) 107 (99%) 1 (1%)
3 FT 108/108 (100%) 108 (100%) 0
3 FU 108,108 (100%) 108 (100%) 0
3 FV 108/108 (100%) 108 (100%) 0
3 FW 108,/108 (100%) 107 (99%) 1 (1%)
3 | FX 108/108 (100%) | 108 (100%) 0 [100] [ 100]
3 FY 108/108 (100%) 108 (100%) 0 |
3 FZ 108/108 (100%) 108 (100%) 0 |
3 Fc 108,/108 (100%) 108 (100%) 0 |
3 GA 108/108 (100%) 108 (100%) 0 |
3 GB 108/108 (100%) 108 (100%) 0
3 GC 108/108 (100%) 104 (96%) 4 (4%) 34 66
3 GD 108,/108 (100%) 108 (100%) 0
3 GE 108/108 (100%) 107 (99%) 1 (1%)
3 GF 108,108 (100%) 108 (100%) 0
3 GG 108/108 (100%) 108 (100%) 0
3 CH 108,/108 (100%) 108 (100%) 0
3 CI 108,/108 (100%) 108 (100%) 0
3 GJ 108/108 (100%) 108 (100%) 0 |
3 GK 108/108 (100%) 108 (100%) 0 |
3 GL 108,/108 (100%) 108 (100%) 0 |
3 GM 108/108 (100%) 108 (100%) 0 |
3 GN 108/108 (100%) 108 (100%) 0 |
3 GO 108/108 (100%) 108 (100%) 0 |
3 GP 108,108 (100%) 107 (99%) 1 (1%) 78

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 GQ 108/108 (100%) 108 (100%) 0 |
3 GS 108/108 (100%) 108 (100%) 0 |
3 GT 108,/108 (100%) 108 (100%) 0 |
3 | aqu 108/108 (100%) | 108 (100%) 0 100 | 100]
3 GV 108/108 (100%) 108 (100%) 0 |
3 GW 108/108 (100%) 108 (100%) 0 |
3 GX 108,/108 (100%) 101 (94%) 7 (6%) 17 47
3 €)' 108/108 (100%) 108 (100%) 0
3 Cc 108,108 (100%) 108 (100%) 0

All | Al | 20156/20156 (100%) | 20101 (100%) | 55 (0%)

5 of 55 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
3 DV 70 ILE
3 EX 35 ARG
3 GX 73 ASN
3 GX 62 GLU
3 EA 71 MET

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 40
such sidechains are listed below:

Mol | Chain | Res | Type
3 EJ 44 ASN
3 FQ 34 GLN
3 EK 111 ASN
3 FF 44 ASN
3 GH 44 ASN

5.3.3 RNA (O
Mol | Chain Analysed Backbone Outliers | Pucker Outliers

1

R

4269,/4269 (100%)

689 (16%)

7(0%)

5 of 689 RNA backbone outliers are listed below:


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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Mol | Chain | Res | Type
1 R 2 G
1 R 4 G
1 R 17 G
1 R 29 A
1 R 37 U

5 of 7 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
1 R 317 C
1 R 993 C
1 R 3833 A
1 R 2865 A
1 R 60 A

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#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
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-41443. These allow visual inspection
of the internal detail of the map and identification of artifacts.

Images derived from a raw map, generated by summing the deposited half-maps, are presented

below the corresponding image components of the primary map to allow further visual inspection
and comparison with those of the primary map.

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map

The images above show the map projected in three orthogonal directions.

WORLDWIDE

PROTEIN DATA BANK
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 230 Y Index: 230 Z Index: 230

6.2.2 Raw map

X Index: 230 Y Index: 230 Z Index: 230

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 262 Y Index: 262 Z Index: 194

6.3.2 Raw map

X Index: 262 Y Index: 262 Z Index: 194

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
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6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

6.4.2 Raw map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
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6.5 Orthogonal surface views (i)

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.128.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

4 i e
X Y Y/

These images show the 3D surface of the raw map. The raw map’s contour level was selected so
that its surface encloses the same volume as the primary map does at its recommended contour
level.

6.6 Mask visualisation (i)

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

WO RLDWIDE
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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

g Recommended contour
level 0.128

Voxel count (logl0)

T T T T T T T T T
—=0.25 0.00 0.25 050 075 1.00 1.25 1.50 175
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

120000 A
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— ‘olume

60000 - Recommended contour
level 0.128

Vvolume (nm?3)

40000 ~

20000 +

T T T T T T ] I T
—0.25 0.00 0.25 050 075 100 125 150 175
Contour level

The volume at the recommended contour level is 7917 nm?; this corresponds to an approximate
mass of 7152 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

o -'|
a{ \
I-~.‘.L'.I
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g
= — - —— Primary map RAPS
= 071 Raw map RAPS
4% Reported resolution
E -2 311 A+
=
_.q_ -
_6 -
_B -
0.0 0.1 0.2 0.3 0.4

Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.322 A1


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

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

8.1 FSC (D

FSC

—— Author-provided F5SC

Unmasked-calculated
FSC

-—=- 0.143

—-=- .5

== Half-bit
Reported resolution
311 A=

Correlation

Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.322 A1


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

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 3.11 - -
Author-provided FSC curve | 3.12 | 3.50 3.19
Unmasked-calculated™ 3.93 | 5.44 4.04

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 3.93 differs from the reported

value 3.11 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-41443 and PDB
model 8TOC. Per-residue inclusion information can be found in section 3 on page 19.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.128
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 (0.128).

WO RLDWIDE
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9.4 Atom inclusion (i)

Atom inclusion

1.0{ ———
o
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w
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% —— Backbone atoms
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Contour level

At the recommended contour level, 99% of all backbone atoms, 99% 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 (0.128) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.9860 . (0.3540
AB 1.0000 . 0.4070
AC 1.0000 . 0.4160
AE 1.0000 . 0.4640
AF 0.9990 . 0.4650
AG 1.0000 . 0.4690
AH 1.0000 . 0.4680
Al 1.0000 = 0.4600
AlJ 0.9980 . 0.4630
AK 1.0000 . 0.4690
AL 1.0000 . 0.4660
AM 1.0000 . 0.4790
AN 1.0000 . 0.4450 10
AO 1.0000 . 0.4540
AP 1.0000 . 0.4620
AQ 1.0000 . 0.4640
AS 1.0000 . 0.4600
AT 1.0000 . 0.4570
AU 1.0000 B 0.4650
AV 1.0000 . 0.4560
AW 1.0000 . 0.4680
AX 0.9980 s 0.4650 B <00
AY 1.0000 B 0.4670
AZ 1.0000 . 0.4650
Ac 1.0000 . 0.4610
BA 1.0000 . 0.4630
BB 1.0000 . 0.4670
BC 1.0000 . 0.4620
BD 0.9990 s 0.4660
BE 1.0000 . 0.4690
BF 1.0000 . 0.4680
BG 0.9990 . 0.4710
BH 0.9990 B 0.4650
BI 1.0000 . 0.4480
BJ 1.0000 B 0.4610

Continued on next page...
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Chain Atom inclusion Q-score
BK 1.0000 m 0.4460
BL 1.0000 s 0.4610
BM 1.0000 . 0.4700
BN 1.0000 . (0.4700
BO 1.0000 B 0.4610
BP 1.0000 . (0.4600
BQ 1.0000 m 0.4550
BS 1.0000  0.4530
BT 1.0000 B 0.4610
BU 1.0000 B 0.4580
BV 0.9970 . (0.4490
BW 1.0000 . (0.4440
BX 1.0000 . 0.4680
BY 0.9990 I 0.4680
BZ 1.0000 m 0.4670
Be 1.0000 s 0.4680
CA 1.0000 s 0.4620
CB 1.0000 . (0.4660
cC 0.9970 . 0.4600
CD 1.0000 . 0.4690
CE 1.0000 m 0.4690
CF 1.0000 m 0.4690
CG 1.0000 s 0.4650
CH 1.0000 . 0.4720
CI 1.0000 . 0.4620
CJ 1.0000 . 0.4570
CK 1.0000 . 0.4520
CL 1.0000 m 0.4640
CM 1.0000 . 0.4070
CN 0.9960 . 0.4330
CO 1.0000 . (0.4300
CP 1.0000 . (0.4680
CcQ 0.9990 . (0.4660
CS 1.0000 . 0.4740
cT 1.0000 = 0.4700
CU 1.0000 . 0.4740
CV 1.0000 s 0.4650
CW 1.0000 . 0.4630
CX 0.9990 . 0.4650
CY 1.0000 . 0.4700
CZ 1.0000 . 0.4740
Cc 1.0000 m 0.4630

Continued on next page...
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Chain Atom inclusion Q-score
DA 1.0000 m 0.4670
DB 0.9990 s 0.4620
DC 0.9990 . (0.4680
DD 1.0000 . 0.4670
DE 1.0000 . 0.4670
DF 0.9990 . (0.4680
DG 1.0000 m 0.4710
DH 1.0000 s 0.4530
DI 1.0000 . 0.4240
DJ 1.0000 . (0.4480
DK 0.9990 . 0.4760
DL 1.0000 . (0.4660
DM 0.9990 . 0.4720
DN 0.9990 . 0.4270
DO 0.9990 . 0.3930
DQ 1.0000 . 0.4760
DS 1.0000 B (0.4650
DT 1.0000 . 0.4580
DU 1.0000 . 0.4660
DV 1.0000 m 0.4640
DW 1.0000 m 0.4670
DX 1.0000 . 0.4730
DY 1.0000 . (0.4660
DZ 1.0000 . 0.4670
Dc 0.9990 . 0.4670
EA 1.0000 . 0.4680
EB 1.0000 m 0.4600
EC 1.0000 s 0.4540
ED 1.0000 s 0.4560
EE 1.0000 . 0.4620
EF 1.0000 . 0.4570
EG 0.9990 . (0.4640
EH 1.0000 . 0.4620
EI 0.9990 m 0.4590
EJ 1.0000 s 0.4630
EK 1.0000 s 0.4680
EL 1.0000 . (0.4660
EM 1.0000 . 0.4660
EN 1.0000 . (0.4640
EO 1.0000  0.4700
EP 1.0000 m 0.4640
EQ 1.0000 s 0.4670

Continued on next page...



Page 81

wwPDB EM Validation Summary Report

EMD-41443, 8TOC

Continued from previous page...

Chain Atom inclusion Q-score
ES 1.0000 m 0.4650
ET 0.9990 s 0.4640
EU 1.0000 . (0.4410
EV 0.9990 . (0.4380
EW 1.0000 . (0.4500
EX 1.0000 . 0.4690
EY 0.9980 m 0.4630
EZ 1.0000 s 0.4680
Ec 1.0000 s 0.4640
FA 1.0000 . 0.4520
FB 1.0000 . 0.4330
FC 1.0000 . (0.4500
FD 1.0000 I 0.4660
FE 0.9990 m 0.4620
FF 1.0000 s 0.4650
FG 1.0000 . 0.4200
FH 1.0000 . (0.4470
FI 1.0000 . 0.4500
FJ 1.0000 B 0.4710
FK 1.0000 m 0.4630
FL 1.0000 I 0.4660
FM 1.0000 s 0.4660
FN 0.9990 . (0.4660
FO 1.0000 . 0.4620
FP 1.0000 . 0.4730
FQ 1.0000 B 0.4710
FS 1.0000 I 0.4660
FT 1.0000 . 0.4570
FU 0.9990 s 0.4660
FV 1.0000 . (0.4660
FW 0.9990 B (0.4650
FX 0.9990 . 0.4590
FY 1.0000 m 0.4630
FZ 1.0000 m 0.4500
Fe 1.0000 . 0.4710
GA 1.0000 . 0.4320
GB 0.9990 . 0.4630
GC 1.0000 . 0.4690
GD 1.0000 . (0.4700
GE 1.0000 m 0.4710
GF 1.0000 m 0.4640
GG 1.0000 . 0.4720
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Chain Atom inclusion Q-score
GH 1.0000 m 0.4570
GI 1.0000 s 0.4630
GJ 1.0000 . 0.4670
GK 1.0000 B 0.4710
GL 1.0000 . 0.4690
GM 0.9990 m 0.4710
GN 1.0000  0.4730
GO 1.0000 s 0.4650
GP 1.0000 B 0.4710
GQ 0.9990 . 0.4690
GS 1.0000 . (0.4660
GT 1.0000 . 0.4570
GU 1.0000 . 0.4480
GV 0.9990 . 0.4480
GW 1.0000 s 0.4680
GX 0.9990 . 0.4720
GY 1.0000 . 0.4730
Ge 1.0000 . 0.4660

R 0.9600 I (0.1610
a 0.9970 . 0.2750
b 0.9600 . 0.2190
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