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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.dev129
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20231227.v0l (using entries in the PDB archive December 27th 2023)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.46
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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 3.54 A.

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

Metric Percentile Ranks Value
Clashscore N I - 3
Ramachandran outliers D (2%
Sidechain outliers I | D | 3%
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score Ifjmm] W 0263

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 210492 15764 -
Ramachandran outliers 207382 16835 -
Sidechain outliers 206894 16415 -
Q-score - 25397 12891 ( 3.04 - 4.04 )

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 AA 1073 n 64% 12% 23%
1 AD 1073 70% 0% 19%
1 AE 1073 n 64% 13% 23%
1 AH 1073 70% 0% 1%

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

Mol | Chain | Length Quality of chain
1 Al 1073 n 65% 12% 23%
7%
1 AL 1073 70% 10% - 19%
2 AB 603 i 62% 15% 22%
2 AC 603 n 67% 2% 2%
2 AF 603 i 64% 14% 22%
o | AG | 603 |*® - e
2 Al 603 = 67% 1% 22%
2 AK 603 & 67% 1% 21%
3 BA 5051 % - 93%
3 BB 5051 6% 93%
3 BC 5051 % - 93%
3 CA 5051 % - 93%
3 CB 5051 6% 93%
3 cC 5051 6% 93%
3 CE 5051 = 95%
3 CF 5051 . 95%
3 CG 5051 = 95%
3 CI 5051 = 95%
3 CJ 5051 = 95%
3 CL 5051 = 95%
4 DA 505 = 53% 14% 31%
4 DB 505 ’ 52% 16% 31%
4 | bc | s05 |° o - o
4 | DD | 505 |™ = - 34%
4 | DE | 505 |*® = - 34%

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

Mol | Chain | Length Quality of chain

4 | DF | 505 |™ o % 34%

5 EA 4956 22% 5% 73%

5 EB 4956 22% 5% 73%

5 EC 4956 22% 73%

6 FA 2777 | T s 81%

6 FB 2777 IT 81%

6 FC 2777 e 5% 81%

6 FD 2777 % 85%

6 FE 2777 = % 85%

6 FF 2777 = T 85%

7 GA 1019 & 67% T T

7 GC 1019 & 59% 17% 23%

7 GE 1019 = 59% 17% 23%

7 GG 1019 == 67% A | A

7 GI 1019 = 58% 18% 23%

7 GK 1019 13_/ 71% 0% - 18%

8 GB 791 == 79% 17%

8 GD 791 — 78% 17% -
21%

8 GF 791 83% 17%
20% -

8 GH 791 71% 21% C 7%

8 | aJ rgy | — T 1%
2%

8 GL 791 80% 19%

9 HA 1192 i 23% 10% 64%

9 HB 1192 i 23% 10% 64%

o | mC | 1192 | w7

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

Mol | Chain | Length Quality of chain
9 HD 1192 5% 5% 89%
10 | 1A | 1509 | o 1o o
10 IB 1599 i 59% 13% 28%
10 | 1¢ | 1509 | = = o
11 JA 2316 n 55% 14% 31%
11 JB 2316 = 56% 12% 31%
11 JC 2316 = 54% 14% 31%
12 KA 728 = 45% 18% 36%
12 KB 728 = 49% 14% 36%
12 KC 728 & 44% 17% 36%
12 | KE Ty | — 1% 5o
12 | KF Ty | —— 1% o
12 | KG 1oy | —— 1% e
13 LA 1322 -? . 86%
13 LB 1322 .T 86%
13 LC 1322 - 12% 88%
13 LD 1322 1% 88%
13 LE 1322 9% 89%
13 LF 1322 10% 89%
13 LG 1322 96%
13 LH 1322 . 96%
13 LI 1322 .T . 86%
13 LJ 1322 .T . 86%
13 LK 1322 -T 88%
13 LL 1322 -T . 88%

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

Mol | Chain | Length Quality of chain
13 | LM 1322 | S o
13 | LN 1322 | S —
13 | LO 1322 | S 7
13 | LP 1322 | S o
14 MA 2736 = 95%
14 MB 2736 = 96%
14 MC 2736 97%
14 MD 2736 98%
14 ME 2736 = 95%
14 MF 2736 = 96%
14 MG 2736 97%
14 MH 2736 98%
14 MI 2736 - 95%
14 MJ 2736 . 96%
14 MK 2736 97%
14 ML 2736 98%
15 NA 2484 26% 10% 64%
50%
.
15 NB 2484 27% 9% 64%
15 NC 2484 - 25% 10% 64%
20%
| ...
15 ND 2484 28% 8% 64%
16 | OA 2333 | e "
16 | OB 2333 | Frer——. —
16 | oc 2333 | e —
17 PA 1822 | = v
17 | PB 1822 | M o

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

Mol | Chain | Length Quality of chain
17 PC 1822 b= 94%
18 QA 172 = 72% T ST —
33%
T —— ——
18 QB 172 70% 12% - 18%
18 | Q¢ | 12 |F o o e
18 | QD 2 |= s T —
5%
19 RA 179 r— 59% 23% e
2%
T — ——
19 RB 179 68% 15% 17%
5%
19 RC 179 r— 68% T T
8%
19 RD 179 r—— 67% 15% L
20 SA 149 - 85% 1% .
3%
. —
20 SB 149 83% 12%
5%
20 SC 149 — 83% 13% .
5%
20 SD 149 - 85% 1% .
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2 Entry composition (i)

There are 20 unique types of molecules in this entry. The entry contains 415078 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 PCR5, TGME49 242320.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 AA 829 6540 4168 1127 1203 42 0 0

Total C N O S
1 AD 865 6810 4327 1180 1262 41 0 0

Total C N O S
1 AE 829 6540 4168 1127 1203 42 0 0

Total C N O S
1 AH 865 6810 4327 1180 1262 41 0 0

Total C N O S
1 Al 829 6540 4168 1127 1203 42 0 0

Total C N O S
1 AL 865 6810 4327 1180 1262 41 0 0

e Molecule 2 is a protein called PCR4, TGME49 201220.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
2 AB 473 3821 2396 699 696 30 0 0

Total C N O S
2 AC 479 3847 2418 699 700 30 0 0

Total C N O S
2 AF 473 3821 2396 699 696 30 0 0

Total C N O S
2 AG 479 3847 2418 699 700 30 0 0

Total C N O S
2 Al 473 3815 2393 696 696 30 0 0

Total C N O S
2 AK 479 3847 2418 699 700 30 0 0

e Molecule 3 is a protein called Formin 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 | BA 346 2727 1731 482 500 14 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 BB 346 TQ‘(;;E;I 17%1 412\312 580 1S4 0 0
3 BC 346 T2‘(;t22;1 17C31 42]2 580 1S4 0 0
3 CA 344 rg(;tlzl 17(720 42]0 488 1S4 0 0
3 CB 344 rg(?)tla; 17CQO 42]0 488 1S4 0 0
3| ¢C L Y 0 0
s CE 242 rl11(8)t7241l 12007 31118 351)2 ? ¥ 0
s CF 242 rl11(8)t7€jll 12%7 31118 351)2 ? ¥ 0
s ¢G 242 ?(S)t;jll 12C07 31118 351)2 ? ¥ 0
3| ¢ 209 0> 108 86 865 s ; ;
5] Y 299 0> 108 86 865 s 0 0
3| ¢k 209 0> 108 86 865 s 0 0
e Molecule 4 is a protein called PCR11, TGME49 209490.

Mol | Chain | Residues Atoms AltConf | Trace
4 DA 347 rg(;t;%l 17(?)4 415\517 486 1S6 0 0
4 bB 347 gigzl 17C54 42]7 486 1S6 0 0
1 Do T im0 10 ; ;
4| PP 9| oo g e aes 15 ; 0
s 90| oo g e aes 15 0 0
LD 9| oo g e aes 15 : 0

e Molecule 5 is a protein called CGP, TGME49 240380.
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Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
o EA 1349 10670 6808 1899 1905 58 0 0

Total C N O S
o EB 1349 10670 6808 1899 1905 58 0 0

Total C N O S
o EC 1349 10666 6805 1898 1905 58 0 0

e Molecule 6 is a protein called FLM1, TGME49 271780.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
6 FA 531 4210 2640 742 802 26 ) 0

Total C N O S
) FB 531 4210 2640 742 802 26 0 0

Total C N O S
6 FC 531 4210 2640 742 802 26 0 0

Total C N O S
0 b 423 3255 2086 573 580 16 0 0

Total C N O S
6 FE 423 3261 2089 576 580 16 0 0

Total C N O S
6 FF 413 3182 2038 561 567 16 0 0

e Molecule 7 is a protein called Transport protein Sec24.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N @) S
4 GA 837 6320 3979 1124 1183 34 0 0

Total C N O S
4 GC isl 5960 3767 1055 1105 33 0 0

Total C N O S
’ GE 78l 5960 3767 1055 1105 33 0 0

Total C N O S
’ GG 837 6320 3979 1124 1183 34 0 0

Total C N O S
7 GI 78l 5960 3767 1055 1105 33 0 0

Total C N O S
7 GK 837 6320 3979 1124 1183 34 0 0

e Molecule 8 is a protein called Protein transport protein SEC23.
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Mol | Chain | Residues Atoms AltConf | Trace
8 GB 708 ggzaél 37(5391 1(1)\16 1?01 481 0 0
8 GD 708 ggzaél 37(5391 1(1)\16 1?01 4S1 0 0
8 GF 1 g(iga; 3516 1(1)\154 11le2 4S3 0 0
8 GH 738 E(;téil 36%7 912\314 1()07 0 4SO 0 0
8 GJ [ T6‘(if’)a51 39016 1(1)\154 1312 4S3 0 0
8 GL 1 TG‘(EEJZI 39C16 1(1)\154 1812 4S3 0 0
e Molecule 9 is a protein called FLM2, TGME49 285990.

Mol | Chain | Residues Atoms AltConf | Trace
9 HA 132 rgggil 21(3)5 51§9 6C5)7 180 0 0
9 HB 432 ggtfgl 21(5)5 51§9 6(5)7 ISO 0 0
IR T Y HIEKEK
S w | o Xt
e Molecule 10 is a protein called PCR12, TGME49 292170.

Mol | Chain | Residues Atoms AltConf | Trace
10 1A 1156 gﬁ?’} 57057 1(13\253 16%3 680 0 0
10 1B 1156 gcl)gl 5;357 1?63 16%3 680 0 0
10 Ic 1156 gcl)gl 57057 1?63 16%3 680 0 0
e Molecule 11 is a protein called PCR10, TGME49 298010.

Mol | Chain | Residues Atoms AltConf | Trace
B 1995 | 7 sso a3 29 o 0 0
1) JB 1995 | 0 sso a8 29 6 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 JC 1593 12718 8089 2293 2271 65 0 0
There are 9 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual Comment Reference
JA 2314 VAL - expression tag | UNP SSFEI7
JA 2315 SER - expression tag | UNP SSFEI7
JA 2316 SER - expression tag | UNP SS8FEI7
JB 2314 VAL - expression tag | UNP SSFEI7
JB 2315 SER - expression tag | UNP SS8FEI7
JB 2316 SER - expression tag | UNP SSFEI7
JC 2314 VAL - expression tag | UNP SSFEI7
JC 2315 SER - expression tag | UNP SSFEI7
JC 2316 SER - expression tag | UNP SSFEI7
e Molecule 12 is a protein called PCR14, TGME49 311880.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 KA 464 3674 2356 645 653 20 0 0
Total C N O S
12 KB 464 3674 2356 645 653 20 0 0
Total C N O S
12 KC 464 3668 2353 642 653 20 0 0
Total C N O S
12 1 KE 44T 3544 2270 626 629 19 0 0
Total C N O S
121 KF 447 3544 2270 626 629 19 0 0
Total C N O S
12 KG 447 3544 2270 626 629 19 0 0
e Molecule 13 is a protein called ICAP16, TGME49 202120.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 LA 190 1516 925 286 299 6 0 0
Total C N O S
13 LB 191 1529 934 289 300 6 0 0
Total C N O S
13 LC 162 1312 802 245 259 6 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
13 LD 161 ?ggzl 8%1 214\110 2(5)7 g 0 0
13 LE 149 ?ift)%l 727 21;17 2(??1 ? 0 0
13 LF 150 ?‘52381 7?2 21;17 2(?33 2 0 0
IR I HERE
13 L 190 | 28 g5 s 990 6 0 ;
13 L 90 |2 e o 00 6 ’ ;
13| Lk 165|150 sos ot o0 ¢ 0 0
13| L 60| 50y s a0 95 6 0 0
13 LM 106 goggl 5(;1 1123 1C7)2 :’Q’: 0 0
13 LN 106 TSO5tgl 5(2]1 1120 1C7)2 2 0 0
13 Lo 105 TSOéltil 5(0]8 11;9 1C7)1 2 0 0
13 LP 110 20;51 5(?35 1127 1(7)7 2 0 0
e Molecule 14 is a protein called PCR12, TGME49 219070.

Mol | Chain | Residues Atoms AltConf | Trace
14 MA 142 rf(l)g;l 634 21110 2(2)2 2 0 0
14| MB 20|08 o s o s ; 0
4] MC K o1 s 14 115 ; 0
14| MD 09 o1 a0 108 90 0 0
14 ME 142 ?(itgzl 634 21110 2C2)2 z') 0 0
4 M¥ 20|08 o s o s 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
14 MG 7 T50;j 1 3(55 111]4 1(1)5 0 0
14 MH 65 T502tile 3(139 11(\)13 909 0 0
14 MI 142 rl;‘ig;l 654 21110 2(2)2 2 0 0
14 MJ 120 go;g l 534 115\%15 182 2 0 0
14 MK [E 1;052 1 3%5 1?4 1(1)5 0 0
14 ML 05 on a0 103 00 0 0

There are 204 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
MA 999 GLU - insertion | UNP S8EN17
MA 1000 LYS - insertion | UNP S8EN17
MA 1001 SER - insertion | UNP S8EN17
MA 1002 GLY - insertion | UNP S8EN17
MA 1003 THR - insertion | UNP S8EN17
MA 1004 ALA - insertion | UNP S8EN17
MA 1005 ALA - insertion | UNP S8EN17
MA 1006 SER - insertion | UNP S8EN17
MA 1007 HIS - insertion | UNP S8EN17
MA 1008 ILE - insertion | UNP S8EN17
MA 1009 ASP - insertion | UNP S8EN17
MA 1010 GLU - insertion | UNP S8EN17
MA 1011 GLU - insertion | UNP S8EN17
MA 1012 ASP - insertion | UNP S8EN17
MA 1013 SER - insertion | UNP S8EN17
MA 1014 ARG - insertion | UNP S8EN17
MA 1015 SER ALA conflict UNP S8EN17
MB 999 GLU - insertion | UNP S8EN17
MB 1000 LYS - insertion | UNP S8EN17
MB 1001 SER - insertion | UNP S8EN17
MB 1002 GLY - insertion | UNP S8EN17
MB 1003 THR - insertion | UNP S8EN17
MB 1004 ALA - insertion | UNP S8EN17
MB 1005 ALA - insertion | UNP S8EN17
MB 1006 SER - insertion | UNP S8EN17
MB 1007 HIS - insertion | UNP S8EN17
MB 1008 ILE - insertion | UNP S8EN17

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

Chain | Residue | Modelled | Actual | Comment | Reference
MB 1009 ASP - insertion | UNP S8EN17
MB 1010 GLU - insertion | UNP S8EN17
MB 1011 GLU - insertion | UNP S8EN17
MB 1012 ASP - insertion | UNP S8EN17
MB 1013 SER - insertion | UNP S8EN17
MB 1014 ARG - insertion | UNP S8EN17
MB 1015 SER ALA conflict UNP S8EN17
MC 999 GLU - insertion | UNP S8EN17
MC 1000 LYS - insertion | UNP S8EN17
MC 1001 SER - insertion | UNP S8EN17
MC 1002 GLY - insertion | UNP S8ENI17
MC 1003 THR - insertion | UNP S8EN17
MC 1004 ALA - insertion | UNP S8EN17
MC 1005 ALA - insertion | UNP S8EN17
MC 1006 SER - insertion | UNP S8EN17
MC 1007 HIS - insertion | UNP S8EN17
MC 1008 ILE - insertion | UNP S8EN17
MC 1009 ASP - insertion | UNP S8EN17
MC 1010 GLU - insertion | UNP S8EN17
MC 1011 GLU - insertion | UNP S8EN17
MC 1012 ASP - insertion | UNP S8EN17
MC 1013 SER - insertion | UNP S8EN17
MC 1014 ARG - insertion | UNP S8EN17
MC 1015 SER ALA conflict UNP S8EN17
MD 999 GLU - insertion | UNP S8EN17
MD 1000 LYS - insertion | UNP S8EN17
MD 1001 SER - insertion | UNP S8EN17
MD 1002 GLY - insertion | UNP S8EN17
MD 1003 THR - insertion | UNP S8EN17
MD 1004 ALA - insertion | UNP S8EN17
MD 1005 ALA - insertion | UNP S8EN17
MD 1006 SER - insertion | UNP S8EN17
MD 1007 HIS - insertion | UNP S8EN17
MD 1008 ILE - insertion | UNP S8EN17
MD 1009 ASP - insertion | UNP S8EN17
MD 1010 GLU - insertion | UNP S8EN17
MD 1011 GLU - insertion | UNP S8EN17
MD 1012 ASP - insertion | UNP S8EN17
MD 1013 SER - insertion | UNP S8EN17
MD 1014 ARG - insertion | UNP S8EN17
MD 1015 SER ALA conflict UNP S8EN17
ME 999 GLU - insertion | UNP S8EN17

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

Chain | Residue | Modelled | Actual | Comment | Reference
ME 1000 LYS - insertion | UNP S8EN17
ME 1001 SER - insertion | UNP S8EN17
ME 1002 GLY - insertion | UNP S8EN17
ME 1003 THR - insertion | UNP S8EN17
ME 1004 ALA - insertion | UNP S8EN17
ME 1005 ALA - insertion | UNP S8EN17
ME 1006 SER - insertion | UNP S8EN17
ME 1007 HIS - insertion | UNP S8EN17
ME 1008 ILE - insertion | UNP S8EN17
ME 1009 ASP - insertion | UNP S8EN17
ME 1010 GLU - insertion | UNP S8ENI17
ME 1011 GLU - insertion | UNP S8EN17
ME 1012 ASP - insertion | UNP S8EN17
ME 1013 SER - insertion | UNP S8EN17
ME 1014 ARG - insertion | UNP S8EN17
ME 1015 SER ALA conflict UNP S8EN17
MF 999 GLU - insertion | UNP S8EN17
MF 1000 LYS - insertion | UNP S8EN17
MF 1001 SER - insertion | UNP S8EN17
MF 1002 GLY - insertion | UNP S8EN17
MF 1003 THR - insertion | UNP S8EN17
MF 1004 ALA - insertion | UNP S8EN17
MF 1005 ALA - insertion | UNP S8EN17
MF 1006 SER - insertion | UNP S8EN17
MF 1007 HIS - insertion | UNP S8EN17
MF 1008 ILE - insertion | UNP S8EN17
MF 1009 ASP - insertion | UNP S8EN17
MF 1010 GLU - insertion | UNP S8EN17
MF 1011 GLU - insertion | UNP S8EN17
MF 1012 ASP - insertion | UNP S8EN17
MF 1013 SER - insertion | UNP S8EN17
MF 1014 ARG - insertion | UNP S8EN17
MF 1015 SER ALA conflict UNP SSEN17
MG 999 GLU - insertion | UNP S8EN17
MG 1000 LYS - insertion | UNP S8EN17
MG 1001 SER - insertion | UNP S8EN17
MG 1002 GLY - insertion | UNP S8EN17
MG 1003 THR - insertion | UNP S8EN17
MG 1004 ALA - insertion | UNP S8EN17
MG 1005 ALA - insertion | UNP S8EN17
MG 1006 SER - insertion | UNP S8EN17
MG 1007 HIS - insertion | UNP S8EN17

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

Chain | Residue | Modelled | Actual | Comment | Reference
MG 1008 ILE - insertion | UNP S8EN17
MG 1009 ASP - insertion | UNP S8EN17
MG 1010 GLU - insertion | UNP S8EN17
MG 1011 GLU - insertion | UNP S8EN17
MG 1012 ASP - insertion | UNP S8EN17
MG 1013 SER - insertion | UNP S8EN17
MG 1014 ARG - insertion | UNP S8EN17
MG 1015 SER ALA conflict UNP S8EN17
MH 999 GLU - insertion | UNP S8EN17
MH 1000 LYS - insertion | UNP S8EN17
MH 1001 SER - insertion | UNP S8ENI17
MH 1002 GLY - insertion | UNP S8EN17
MH 1003 THR - insertion | UNP S8EN17
MH 1004 ALA - insertion | UNP S8EN17
MH 1005 ALA - insertion | UNP S8EN17
MH 1006 SER - insertion | UNP S8EN17
MH 1007 HIS - insertion | UNP S8EN17
MH 1008 ILE - insertion | UNP S8EN17
MH 1009 ASP - insertion | UNP S8EN17
MH 1010 GLU - insertion | UNP S8EN17
MH 1011 GLU - insertion | UNP S8EN17
MH 1012 ASP - insertion | UNP S8EN17
MH 1013 SER - insertion | UNP S8EN17
MH 1014 ARG - insertion | UNP S8EN17
MH 1015 SER ALA conflict UNP S8EN17
MI 999 GLU - insertion | UNP S8EN17
MI 1000 LYS - insertion | UNP S8EN17
MI 1001 SER - insertion | UNP S8EN17
MI 1002 GLY - insertion | UNP S8EN17
MI 1003 THR - insertion | UNP S8EN17
MI 1004 ALA - insertion | UNP S8EN17
MI 1005 ALA - insertion | UNP S8EN17
MI 1006 SER - insertion | UNP S8EN17
MI 1007 HIS - insertion | UNP S8EN17
MI 1008 ILE - insertion | UNP S8EN17
MI 1009 ASP - insertion | UNP S8EN17
MI 1010 GLU - insertion | UNP S8EN17
MI 1011 GLU - insertion | UNP S8EN17
MI 1012 ASP - insertion | UNP S8EN17
MI 1013 SER - insertion | UNP S8EN17
MI 1014 ARG - insertion | UNP S8EN17
MI 1015 SER ALA conflict UNP S8EN17

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK



Page 18

wwPDB EM Validation Summary Report

EMD-72716, 9YAO

Continued from previous page...

Chain | Residue | Modelled | Actual | Comment | Reference
MJ 999 GLU - insertion | UNP S8EN17
MJ 1000 LYS - insertion | UNP S8EN17
MJ 1001 SER - insertion | UNP S8EN17
MJ 1002 GLY - insertion | UNP S8EN17
MJ 1003 THR - insertion | UNP S8EN17
MJ 1004 ALA - insertion | UNP S8EN17
MJ 1005 ALA - insertion | UNP S8EN17
MJ 1006 SER - insertion | UNP S8EN17
MJ 1007 HIS - insertion | UNP S8EN17
MJ 1008 ILE - insertion | UNP S8EN17
MJ 1009 ASP - insertion | UNP S8ENI17
MJ 1010 GLU - insertion | UNP S8EN17
MJ 1011 GLU - insertion | UNP S8EN17
MJ 1012 ASP - insertion | UNP S8EN17
MJ 1013 SER - insertion | UNP S8EN17
MJ 1014 ARG - insertion | UNP S8EN17
MJ 1015 SER ALA conflict UNP S8EN17
MK 999 GLU - insertion | UNP S8EN17
MK 1000 LYS - insertion | UNP S8EN17
MK 1001 SER - insertion | UNP S8EN17
MK 1002 GLY - insertion | UNP S8EN17
MK 1003 THR - insertion | UNP S8EN17
MK 1004 ALA - insertion | UNP S8EN17
MK 1005 ALA - insertion | UNP S8EN17
MK 1006 SER - insertion | UNP S8EN17
MK 1007 HIS - insertion | UNP S8EN17
MK 1008 ILE - insertion | UNP S8EN17
MK 1009 ASP - insertion | UNP S8EN17
MK 1010 GLU - insertion | UNP S8EN17
MK 1011 GLU - insertion | UNP S8EN17
MK 1012 ASP - insertion | UNP S8EN17
MK 1013 SER - insertion | UNP S8EN17
MK 1014 ARG - insertion | UNP S8EN17
MK 1015 SER ALA conflict UNP S8EN17
ML 999 GLU - insertion | UNP S8EN17
ML 1000 LYS - insertion | UNP S8EN17
ML 1001 SER - insertion | UNP S8EN17
ML 1002 GLY - insertion | UNP S8EN17
ML 1003 THR - insertion | UNP S8EN17
ML 1004 ALA - insertion | UNP S8EN17
ML 1005 ALA - insertion | UNP S8EN17
ML 1006 SER - insertion | UNP S8EN17

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

Chain | Residue | Modelled | Actual | Comment | Reference
ML 1007 HIS - insertion | UNP S8EN17
ML 1008 ILE - insertion | UNP S8EN17
ML 1009 ASP - insertion | UNP S8EN17
ML 1010 GLU - insertion | UNP S8EN17
ML 1011 GLU - insertion | UNP S8EN17
ML 1012 ASP - insertion | UNP S8EN17
ML 1013 SER - insertion | UNP S8EN17
ML 1014 ARG - insertion | UNP S8EN17
ML 1015 SER ALA conflict UNP S8EN17

e Molecule 15 is a protein called myosin L, TGME49 291020.

Mol | Chain | Residues Atoms AltConf | Trace
15 NA 897 3(2)%1 4(%8 1;\;3 1??15 287 0 0
15 NB 897 3(2)?32;)1 4(%8 1;\;3 1?35 287 0 0
15 NC 897 3(2)221 46038 1;\;3 1??15 2S7 0 0
15 ND 897 ?;g 4GC?>8 1;\;3 1??15 2S7 0 0

e Molecule 16 is a protein called PCR13, TGME49 284620.

Mol | Chain | Residues Atoms AltConf | Trace
16 OA 448 131;;%1 21(291 62]0 621 2 0 0
16 OB 448 gg;%l 21(391 61210 6(6)1 2 0 0

e Molecule 17 is a protein called PCR15, TGME49 232560.

Mol | Chain | Residues Atoms AltConf | Trace
o e | ow | C N O
17 PB 101 T80()t;Ll 537 114\112 156 2 0
17 PC 101 T80(§?l 5%7 114\112 156 2 0
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e Molecule 18 is a protein called MLC4, TGME49 294390.

Mol | Chain | Residues Atoms AltConf | Trace
18 QA 141 ?it;;l 720 11;6 2(38 ? 0 0
18 QB 141 ??t;;l 7§O 11;6 2(38 ? 0 0
18 QC 141 ?it;;)l 720 11;6 2(38 g 0 0
18 QD 141 ?i;agl 720 1156 2(38 ? 0 0

e Molecule 19 is a protein called Calmodulin.

Mol | Chain | Residues Atoms AltConf | Trace
19 RA 148 ?ﬂ?’)l 734 115\915 2C1)8 2 0 0
19 RB 148 ?igl 724 115\915 2(1)8 2 0 0
19 RC 148 ?igl 734 1155 2(1)8 2 0 0
19 RD 148 ??gl 724 11;)]5 2(1)8 g 0 0

e Molecule 20 is a protein called Calmodulin.

Mol | Chain | Residues Atoms AltConf | Trace
20 SA 144 ?(igil 730 115\310 225 S 0 0
20 SB 144 ?igil 730 115\310 251)5 2 0 0
20 SC 144 ?i;zl 7%0 116\310 225 S 0 0
20 SD 144 ?igzl 750 115\310 2(25 3 0 0
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3 Residue-property plots (i)

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

e Molecule 1: PCR5, TGME49 242320

. =
Chain AA: 64% 12% 23%

oo O N o 10 © N O <0 © ~ o 0o o Lo o __©ON©
SN0 oY s 9 ¢ < e NN~ S Sl S QNN QEQEO 0 0
D S~ A TR R R R = e A daEN AaNe A
H @ A kM wn o mEEE> O [SX= 1P < AbE> LBEE g A>0
o-am O 0O _©OKR0®OO 10O NMFWw _F 00 O _—HN®m 0O N _FWO_0DO _©OK0DO <N _0
S IS SN W0 W0 O MO © NN SN NN O Mo MO OO M« o i | D IO © © [© N Mo co o Ml
AN NN JAIITEELELTEETIAN I TRITRRITRITIRE MR s RTS8 TS8R @58 3R
=0 M= <BHAd>» oHOAR B>@EH JdEmIE A ©nd H POE JdH B nAa HEAa L@ABo - J


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

EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 22

19%

10%

70%

Chain AD

2 4

891Q

LST1

6ETN

LETH

1

€eTd
zerd
TE€TY
LOTT
¥01d
66N
T6I
TLT

S9I

29d

09L

99T

id
Lv1

15728

6€S

Sev

{44

STL

TOoEA

86CI

1824

C8CH

LT
TLTW

99CH

9y

192D

Sved

even

E€ETA

T€CI

6221
8¢cd
pXaas

zeet
11448

81ed

(4144

S0TH

S8TH

0874

TL14

06%S

887%A
SLY1

Ly
0L¥S

LSPY

¢Shd
TS7I

[4747:8
TEYS
8T¥I
LO%A
v0¥1
96EN
68€T
2¢8eI
6.0
9.LET
0.gd
0S€T
TEEL

0ger
62T

€1€0

0T€0
60€T

>

¥8.L4
|
YLLY
|
LYLN
|
8ELD
LeLd
9€LT

YELW

cILsS

989N

L99%

S991

959a

EE9N
Te91

88SI

8T6A

ST6M

i
6060
8064

9061
S063%

§5684

2684

€E8Y

[eess |
T€8S
0€8L

66.LL

9€0TL

0€0TD

6T0TA

8661

£664

16671

286

1964

TGMEA49 242320

PCRS5,

e Molecule 1

23%

13%

64%

Chain AE

861
181
78y

9Lb
SLY

€LL
TL1
99A
S9I
Y9H

(478
T84

670
44!

8EA

veed

{444

ozey

144

T1eH

L0271

S02H
70Tk
€02V

98TH
S8TH

0814

9LT1

vL1D

LSTT
SYTH

Letd
9€Td

€eTd
zerd
TETY
121d
1111

L0771

TCHW
617
viva
12548
€0VA

00%%
66€Y

78€d
28I
8LEA
TLE7
L9gb
LS€T
THed
8EEN
6TEH
91€1
STET
vier
L62N
68CS
§8¢1

L,24

S.LTH

*

8G20

8%2C1

el
€vTA

8ETO

6221

L0871

697N

99%d
SOV

09%A

8SVA

TSI

eI
[4747:1

62%d

vevd
€ThL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 23

€991
2991

0991
6594

9998
7991
€991
8794
0790

EEM

S18T1

18,4

6LLd

LSLI

6%.d

9LA

eYLT

VELN

TELN

6CLL
8CTLA

zagy
[ree1 |
088T
|
ogsL
6281

ST6M

6€0TT

LEOTd
9€0T.L

CEOTA

9201d

L

T20TT
€T0TL
0101d
8001V
L00TH
900TY
S00TT
700TA

8661

T66T1

TGME49 242320

PCR5,

e Molecule 1

19%

10%

70%

Chain AH

0874

LSTT

TSTT
0STY

6ETN

veTd
€ETd

TETH

%0Td

66N

161

TOvL

L6

€6€T

68€T

T8¢y

voex

vSed

CEEL

€7€0

07€0

TOEA

8621

T6cd

88¢H

T8CTH

6921

S9TA
792y

ey

TecI

06%S

88¥A

S8¥%d

TLvN
TL%d

09%A

LS%Y
9G¥%A

evvi
(474743

617

9T¥1
STV

80¥)

S0%T
Y0v1

S181

T18A

66.LL
86.LD

€8.L7T

LYLH

SvLb

SELT

0ZLT

9T.H

€TLT

8691

189S

9991

€991
2991

%591

6794

TE9L
0€9d
6291
2191
8091
€09L

8891

3

8T6A

216S

8064

288A
18871

6.8L
8,84

0S8I

9€81L
SE8Y
vesr
£e8y

0€8L

9%0TL

S00T1T

6663

166d

€664

16671
06631
6861
8860

TL6d

1964
9961
S96Y

TGME49 242320

PCR5,

e Molecule 1

23%

12%

65%

Chain Al

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 24

1318

0ozTM

60TN

LOTT

SOTh

00Td

L6a

161

OLN

¥9H

29a

91

6€ES

S8TY

€811
8TV
T8TL
0814

vL10

1918

65T

LST1
€STT
8¥TA
LETH

9€TAd

T¢8eI
T8€Yd

09€d

vves
EVES

ved

SEEY

€€eT
8ced
91€I
S1€T
viel
€1€0

0T€D
60€T

E0EN

T0EA

682S

¥8¢d

i

6.2d

L.2d

S.CH
i2k4s

TLTH
0.L2d
6921

99CH
S92A

8520
pAstAn
952b

52y

6%CA
8%¢T
PA/LAN
oy

S¥ed

L0ST

L6%d

1671

9874

TLYA

SOV

857A

91

o347
{47473

6274

8T¥I

(0]57<8

LBEN

S6EV

9LLT
SLLY

89.LI

TSL1

LYLR

60LT

1994
0991

05971

9€9T

2EYT

0€9d
6291
8CTION

S¥84

9184

S08X&

06,4

18,4

6663

S664
7661

6861

€06H

920t1d

€T0TL

800TV

90014

700TA

T00TS

19%

10%

70%

TGME49 242320
27%

e Molecule 1: PCR5,

Chain AL:

OOV PPPPPPPP 0990909090999 9090900 9090909099099 99099999%99%9%99%9090990

0 N~
0 o
- w0

8EA

sev

STL

TTTI

TLT

OO PPPPPPPPP P00 P0PPP90000OO

29a

OOV PPP0P0 P90 0090009090099 P909090 P99 PPPPPPP9PP0 990999909099 9%929%9%9%9909090

89TV

COOPPPPPPP0P0PPPPP 0000900990999 09909909909909999999909099909999999%99%99%99 90

© © -~
- N ]
N N N
%) A =l

© N~ -
< 0 ©
N N N
=) =i O

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 25

3]
™
Il
B

S9%H
|
2971
957
|
1851
[] 3z9Y 9201a s80 1874
9%%1 mﬂw« mamﬁm $L€T mmwz
| avva €184
v | sc61 Cus 1
[ ] 8194 | u66d TLEA GOV
1€58 [ ] 9668 [] |
e S19I $08T | 89€H omﬂ
€180 624 i | 2e6d 980
[ ] 609d 1084 8T6A | geed | N 99€T wm§
€2l | oogd ] 66T & A
| ceva 003H 66L1 8064 | 9ged MMM
01€d T2HH | 8640 | 1061 8860 ssen e |
[ | I [ | 906T 256]0 80TT [ |
8171 E6SH k [ | mﬂ& [ | mﬂm__ NMH
[ ] 9681 . €63
mmS mmE | g8y mm& 261 LEEH q
7688 . 1en 988Y
wmmq ¢ me [ | 4 2 mma [ | q
988y ) 62€b
593 €91 [ | | - zLd 82TEH #

[ | 8,84 896N [ | 12T
svLh L96Y 994 [ ]
[ | 599 £2€0

OOV P90 P0P0PPPPP0P0P0P9090P9090P9090909090 9099099099099 999099999999999999%9%9%9%9990

T0EA
“ ﬁm\.m ¢ €91 g1eY 2E]
¢ 0£LS | | pmﬁ I
62LL 9gA
geCt “ wmt, |81 L0ed F
¥GH | o0eN |
SzL1 £5d 60¢S 30£a Ciy
¢ | zaL 80z [hoeb] uCH
¢ STLT ~ | Loza £0£0 ok
pacH N 1 607d
¢ ] g Lo |
¢ 90LA — 3] €61d 862d 1 ¢
M ] o et 1 L6z qovd ¢
€041 N R v¥1 E8 L] 962V ¢
¢ [ | | Q [ | | g624d
¢ 8691 o © TH LLTA | wez1 | ¢ ¢
¢ [ | <t [ | | €623
¢ o pee = 2 wo s ¢
16271
¢ €991 6TA v9TA | oezs | 675N
o Car O i
sved 199d = 09TY []
¢ [ | €584 6514 $821
¢ vves 939a zagy <f | €821 1894
¢ 19871 23071 o' SSHI [ | | 9gss
¢ [ | [ | O NG LiTh S€9T
¢ 6e8T 80TV o €510 [ |
| sesy | Lyord cesy
¢ 1880 9%0TL : ¢ Tea1
‘ (@] om -
l ) o o18a
¢ == — [an)]
87V = [ |
eacl ¢ | | ze0Td 5] < 208d
¢ mmS SEON I <L o 9081
zg91 o = S0GA
“ ﬁmwm ] 62013 M .mha N 18€H [ |
829N | gzoty 1 T0SA
¢ 99%d [ ] LZOTH ° @) [ |

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 26

TGME49 201220

PCRA4,

e Molecule 2

21%

12%

67%

Chain AC

621

911

9LTA
SLTA

€LTY

2914
1971

T8EH

€LeY4

TLEA
89€H
79e0
T9€d

B6SEN

ceed
TeEN
oged
L2€1
61€T
962V
9824
€821

9.2b

€Lea
cLTK

8954
LSST

aielel

2SST
TSSI

2vsa
T%Sd

8ESN
GEST
YESH
€€SS
8291

cesy
1291

A514

S0SA

20ST

T8%4

21748

98%D

TYvI

8ETA

vevy

1294

TGME49 201220

PCR4,

e Molecule 2

m

22%

14%

64%

Chain AF

661

761

261

064

181
980

781

SLL

cLd

191
994

90
€91

794

L2V

€TCH
(4548

0121
602S

Loca
90¢d

LBTY
€8TV
LLTA
TLIA
041D
69TA
2198

T9TI

6STY

0STY

evTY

v.LeT
€LeY

89€H

T9€d

95ed
SSEH

EVEN

TeEN

0zed

L0ed

00€0
6621

L6TA

€821

6.2d

Llegh

99cy

€9CA

e

852D

T9Sd

2¢€Sd

0zsy

L1584

yisv

L08d
9081

2081
TOSA

S8¥1

1874

PovI

0S%Y

LyvYd

cevd

8Ty

LIVV
9TV

(4544

¢
¢
¢
¢
¢

TG8SI

8754

E€7SH

TGME49 201220

PCR4,

e Molecule 2

21%

13%

67%

Chain AG

STTY
PIIN

80T1T

SOTN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 27

TozH
0023

06TT

8814
€8TV
081d
6.1Q
8.74
9LTA

8910

8%1d

+n

9.e4
S.L€0

89€H

6SGEN

SSEH
vSed

SYEN

6eeYd

ogey

ceeyd

8CEH
LTI

0zed
61€T

TIEM

00€D

§8¢d

28¢4d

08cy

LTS

9Tl
€9CX

4L
0%5d
8ESN
8291
1241
608Y
9081
{4218
9970
c9va
SSPY

[4c74CS

0S%Y

8YIN

v

(4747488
157470

8EVA

vevd

8994

SGSS

e Molecule 2

€5SL

8%y

TGME49 201220

PCRA4,

8°/O

22%

11%

67%

Chain AJ

€7TH

(0458

20
€111

261

891
19T

v

zel

621

Lev

vca

€TCH

60CS
8023

€0CV
€8TV
6.L1Q
8.1d
LLTA

69TA
8910

9911

0974

8¥1a

ST

OO0 O0O0OOOO

21€d

L0€d

00€D
6621

L6CA

€624

1621

882a

S8¢4

€821

- e

1824

Lleh

£.2a

TLTA

992y

€9CX

SO OOOOOO

.

v9vI

8YIN

eV

vl

L1%Y

89€H

< & oo

LESY

8281

8TSH

GTSM

S0SA

2081

6671

S8YT

T8%4

SLVN

TGME49 201220

PCRA4,

11%

<
H+
I&

e Molecule 2

21%

.

11%

& A 4

67%

Chain AK

LST1D

0STV

8¥1a

0 L1911

ST

Ll

44!

2e1

(4%

6A

SA

L6TV

S6TQ

€674

06TT

6.1
8L1d

9LTA

€L7Y

TLIA
041D
69TA

2198

D E

O R L

gPDB
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 28

08€T

8LEN

vLET
€LeYd

6SGEA

EVEN

TELY

L

. A A e e A e aa

121

0zed
61€T

00€D

962Y

§8¢d

28td

CTLTK

0Lz
69T

L9CH

G924

€9CA

i

>

0 €923

9678
vevM

6871

€871

i

e A e A e R A s

SLYN

TLYL

6SVI

SSPY

0574

it

8EVA

Levd

7470

L2 4

€651

¥¥3d
€Y

YESH

—

8TSH .mm
EEN g
9191 5
STSM (&
&

L

—

=

]

L

—

60SY MO
[ J

93%

—
6% -

Chain BA:

¢
¢
¢
¢
¢

7084

€6.L1
°6LT
«“E.
98.4

9LL4

1

8910
|
938

s |
3La
|
038
|
6.1
8Lk
|
eeLd

Lt |
8L
|
EAN)
vzLd
|
81Ly
|
T
|
694
€694
|
069
6891
|

989V

€661
]
2864
|
8L6A
]
%960
€96H
|
SS6A
|
(4]
i
S¥6L
]
Tv6d
]
0zed
| ereH |
8161
L1671
]
v06d
|
9681
|
2684
]
7881
]
088d
|
G181
[ ws |
€184
|
0481
]
£398A
]
0S8L
i
Sv8N
|
CI8N
7181
]
808A
L0871
908S

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 29

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 30

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 31

O

R LDWIDE
PROTEIN DATA BANK

W



Page 32 wwPDB EM Validation Summary Report EMD-72716, 9YAO

[
z .
=3
@
o
=
@
@
g
=
=,
=
—

—
L 6% 93%

Q
=
=
o8]
o

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 33

9281
§Z8S

L18H
718A
I8N
T18I
018d
1081

7084

L/
¢
¢
¢

T6LL
06.LN

88LA
8.1

08LX
9..4
0LLT
GS.LD
vk
€5L7T
LTLA

90,3

9691
7694

6891

989V

L1074

¥1010d

€661

T66d

066H
6961
8861
|
za6y
|
zs6d
1860
0369
| eves |
8761
|
6L
|
8g6u
|
1161
|
8064
|
7881
|
e84
]
s981
|
8781
|
o
|
zved

Le8y

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 34

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 35

O

R LDWIDE
PROTEIN DATA BANK

W



Page 36 wwPDB EM Validation Summary Report EMD-72716, 9YAO

°
=
o
)
3
=3
@
w
g
=
=
=)
—_

—
. 6% 93%

Q
o
=
=

)
Q

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 37

918%
§184

TT8IH
1181

1081

7084

o o 2B 4

SG6.4

€6.1

T6LL
06.LN

98LK

€8L3

8.1

ety

2S8.Ld

0848

6TLL

9693

7694
€694

16971

6891

GL9D

€661
]
2864
|
8L6A
|
7960
]
9661
SG6A
96T
[ esea |
z36d
i
SY6L
]
Tv6d
0¥6H
6€64
[ seeN |
LE6Q
|
L064
|
¥06d
|
S.81
.84
i
681
8%8I
i
Sv8N
|
9€8d
]
€E8K
(4531
]

§¢8s

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 38

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 39

O

R LDWIDE
PROTEIN DATA BANK

W



Page 40 wwPDB EM Validation Summary Report EMD-72716, 9YAO

[ ]
=
=3
@
Q
£
@
@
g
=
E.
=
—_

—
L 6% 93%

Q
o
=
=

Q
>

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 41

OO0 OOOO

o o 4

<>

06.LN

8.1

S9LA

29LT
T9.7T

€VLS
TELW
ST.Y
OTLI
S6971
2691
1691
069

1894

6.L98

8L6A

0L6Y

8964
L96H

9561

¢y6I

906Y

04871

1981

T98A

05881

9%8&

€84
2e81

6281

9281

78S

[44:7%

61871

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 42

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 43

O

R LDWIDE
PROTEIN DATA BANK

W



Page 44 wwPDB EM Validation Summary Report EMD-72716, 9YAO

[ ]
z l
=3
@
o
=
@
@
g
=
=
=
—

—
L 6% 93%

Q
=
=
=)

Q
oy}

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 45

L0871

OO0 OOOOS

06.LN
8.1
T8LT1
8LLD

9L.4
SL.Q

TLLD

993
S9LA

€9.7

T9LT

LS

2SLd

> o

TELR
0ELY

114

9,94

<&

0 L1014

¥1010d
1864

8L6A

9,631

L36Y
9961

6765

LY63

S¥61

0z6Y

L06Y

S06H
v68%
1681
08sb
TS84
€784

€E8A
(4531

6281

Le8y
9281

6181

€184
T8N

018d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 46

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 47

O

R LDWIDE
PROTEIN DATA BANK

W



Page 48 wwPDB EM Validation Summary Report EMD-72716, 9YAO

[ ]
z .
=3
@
Q
=5
@
b
g
=
E.
=}
—_

—
L 6% 93%

Q
5
=
=)

Q
Q



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 49

s a4

9VLL

VLS
[47%'¢

9E€LH

€TL7T

114
S691
2691
6891

%894
€890

089d

LLOY

<>

OO0 OOOO

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 50

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 51

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 52

O

R LDWIDE
PROTEIN DATA BANK

W



Page 53 wwPDB EM Validation Summary Report EMD-72716, 9YAO

°
=
o
)
3
=3
@
w
g
=
=
=)
—

Q
o
=
=

Q
=

95%

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



=
e
(@)
-
=
o
T
A
=
m

wwPDB EM Validation Summary Report

Page 54

6CCTH

CL11d

8911

6ETTT
8ETTI
LETTY
62114

9211d

¢
¢
¢
¢

CLTTA

|
69CTI
|
S9CTI
voT1A
€921S
|
092ZTA
|
SGCTA
YSCTH
|
¥¥e1d
|
LETTA
9€TT1
S€CTd
vecT1
|

TECTH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 55

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 56

"

€0S7a

6677d

L6v7Yd

i

06%7a

88V

98%V1

v8vvA
£8¥vd
1425747488

L

S9N
v.Lvva

F

[h7472'8

89V

99%¥1

£9%%1

i

09%7d

i

8GFFA
LS¥hd
98¥%¥%d

b

TSvPd

O

R LDWIDE
PROTEIN DATA BANK

W



Page 57 wwPDB EM Validation Summary Report EMD-72716, 9YAO

[ ]
=
=3
@
o
=
@
@
g
=
£
=
—_

Q
=
=
=]

@
S|
g

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 58

¢
¢

SLTIN

ELTTA
CTLITd

OLTTL

98113

6¥T1d

9PTTA

CETT
TETTT

6211Yd
8CTTM
Le11d

€CIT1

> oo

TLTTA
|
69271
|
S9271
$9ZTA
|
09ZTA
|
SSTTA
| veemn |
€5TTA
|
vyeid
|
LETTA
9€2T1
|
$ZTTY
X4q%:4
|
612TA
|
€12TA
|
6021V
|
z0z11
|
Z6TTH
|
18174
|
0 8ITY

|

6L1TI

PROTEIN DATA BANK



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 59

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 60

L8791

v8vTA
€8¥%¥d
287v1
877

6.7

LL%%d

27458

&> &

99%¥I

14217478

65TV

i

TSv¥vd
0S%¥d

R LDWIDE

O

PROTEIN DATA BANK

W



"
&

[0)<]
@D
D
—_

wwPDB EM Validation Summary Report EMD-72716, 9YAO

|
P4499

| w4500
Q4501
| |
L4517

[
=
=3
@
@]
=5
@
b
g
=
E.
=}
—_

Q
5
=
=)

Q
D

95%

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 62

Y6T1A
C6TTH
18114

18114
0811d

8LTTD

89114

1

9871

9VTTA

EETTA
CETTW

9211d

LITTA

A 4

>

04211

L921d

S9CTI
79CTA

C9CTH

6SCTYV

SGCTA

€GCTA

¥veid

9€CT1
SE€TTd

€ETTA

TECTY

6CCTH

veery
€eerd

07211

60TV
80CTA

S6TT1

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 63

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 64

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 65

0677a
887FI
L8771
98¥¥I
£€8¥7d

v.Lvva

F

(4772’8

89%Fi

SOV

€9%71
(45147

09%vd
6SHYY

ai44Y

TS%Pd
0S¥vd

¢

T2SvY

L6%vd

v6vvd

[43747%)

e Molecule 3: Formin 1

95%

Chain CI:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 66

¢
¢

61CTA
|
[ax4xy
]
88TTh
[snia
98TT1
S8TTA
|
2811
18114
|
LLT1d
|
TL1T1
]
89174
]
Po111
]
9617

9YTTA

o

8CTTIM

€CTT1

ol

80TTT

SO & 0000 o0

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 67

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 68

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 69

¢
¢
¢
¢

YTy
| eeevn |
TSyl
|
CIS¥S
|
60571
|
20SYA
i
6677d
i
0677a
6877a
i
81

6.LVV1

YLvva
ELYTA
TL¥vd
(A772'8
69771
89%¥)
hwmwh
€9¥¥1
N¢M¢>
65TV
Nmmwm
wSsvva
41747200

i

21474728

e Molecule 3: Formin 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 70

95%

9LTTA

CLT1d

89114

o111

8STTd

TST11

[41 3%

LETTY

F

0ETTIS

8CTTM

€CTT1

1217d

61114

91118

TITTY

80TT1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 71

0 8ZTY

0 08ZTA

& 4

€9C1S

T9CTXA

89¢Td

2S8CTd

¥veid

6€CTd

LETTA
9€CTT

T€2Td

6CCTH

92CT1

ceety

c1era

20CT1

v6T1A

28TTD

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 72

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 73

20SvA

oo

86¥71
L6V
mm“¢q
ommvc
L8%71
98%¥1
S8YYTA

(42174740
6L%%1

0Lv%Y
69771
89¥¥)
L9VVL
99¥¥I

€9%71
[4%147\\

LSPvd
9S¥vd

vmqu
Nmm¢q
wﬁmwu

Nﬂmwm

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Page 74 wwPDB EM Validation Summary Report EMD-72716, 9YAO

[ ]
=
=3
@D
a
=5
@
@
5
=
E.
=
—

Q
=
e.
=]

Q
=

95%

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 75

6€CTd

LETTA

6CCTH

92CT1

T2TIN

98111

TLITT

8STT4

9GTTd

[419 %

LETTV

CETTN
TETTT

8CTTTM

21T

@ 90O oo

& 4

v.21d

mwNﬂm
owwﬁ>

wmwﬁm
hmwﬁz

mmNﬁ>

¢¢Nﬁm

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 76

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 77

¢
L/

1acig
¥2sv1
|
0Tsva
615V
|
¥0S7I
i
6677d
| 86rp1 |
L6¥vd
967V
S677T
i
06770
i
L8771
981
[Tsswwn |
¥8v¥A
|
6.LYV1
8.LY70
[ Lwvd
9.¥va
SLYvA
]
0L¥vY
69771
89773
L LoveL |
99%¥1
i
[4°3747\
i
LS%vd

YSvva

(7474749

LY¥¥D

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 78

TGME49 209490

e Molecule 4: PCR11,

31%

14%

53%

Chain DA: =

9ETH

€ETT

82TV

9211
se1d

{4458

90TN

€0TT
2011

167
961

€61

781

YL

TLT

994

€94

2128

621
821

€2V

6TH

SLTA

cLTY

691D
8918

Y914

(42918
7911

6574

LSTL
9G1a

%911

A%

ovIA

99€A

L5€d
95€X
SS€0

60€A
80gb

T0€T
00€b

624
0624
1820
LL2d
TL2V

892y
L9zyd

9.L€S
SLES

69EN

TGME49 209490

e Molecule 4: PCR11,

31%

16%

52%

Chain DB:

3

8714
L9714

SYIN

A 4

9ETH

YETT

0eTYd

9211
se1d

(4458

6111

4278

0TTT

90TN

€011

1671

v6d
€61

8.4

9LW
SLK

691

8%A

€e1
zes

8¢1

8T1d

ETA

T1d
014

84

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 79

6L1V

9LTI

CLTY

0LTYd

99TA

C9TA

8STT
LSTL

¥STT

TGTV

8T€D

91€d
ST€T

cTEN
60EA
80€b
LOET

50€yd
voel

00€eb
1624

1620
0624

182V
§82Y
1820
LLTd
cLTT
1924
99TM
§92I
L5271

jasrect

672D
8¥cH

9%CA

S6EN

€6€T

68€D

18€Q

S8€EY

28€T
T8EW

vLeEN
B69EW
19¢eb
9G€R

g9€0
vSem

cseN

(4541

6zed

TGME49_ 209490

PCRI11,

e Molecule 4

31%

17%

51%

Chain DC

1911

6GTd
8GT1

%911
15TV

8vTY

¥e11

o

0ETY
9211
{4958
6111

90TN

€0TT

8€eT

Seea

€EEN

b2 4

S6EW

z6ed
T6€1

3

S8€N
78€1

28€e1

6.LES
8LET

v.LeEN

69EN

S9€T

€9€T
c9eN

A oK S
9G€X

vsen

£veT

TGME49 209490

PCRI1,

e Molecule 4

34%

13%

52%

Chain DD

€974
29TA

8STT

¥ST1

9211

(2453
15444

8TTA

90TN
S0T0

€071

€61

68N

98d
S8A

18D

TLT

994

09I

evd

GEW

zes

621
8¢1

674

911

06Td

1

98TL

1811

LLTH
9L11

YLIL

TLTY

0L7d

1974
99TA
SoTI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 80

veed
€eeN

YTeN

o o BB 4 4 o o

Teer

61€N

€0ed

00€d

€8TT1

082V

>

S.2T

892y
1,924

9921

2921

092D
65¢CS

§SCI

TS821
052a

L9g4

c9eN
T9€d

65€d
8G€ES

YGEM

TSEA

6¥veS

209490

PCR11, TGME49

e Molecule 4

34%

13%

52%

Chain DE

1914
7914
95Ta

¥STT
€STd

0STS

0 8eTH
0 LETA

62TA
6111

90TN
S0TD

€0TT

66A

1671

061

68TYH
88Td
181d

9.TI

€LTd
cL1d

@ 0000 o

vLeEN

S9€1

T9eN

L5€d

€¥eT

ovey

9€eY

gcea

ozer

S1€T

€0€ed

2¢8eT

TGME49 209490

PCRI1,

e Molecule 4

34%

12%

53%

Chain DF

©0
g
rql

99TA

7914
€974
29TA

0914

a2 J

9211

T11d
0TTT

S0TD
e
€011
00Td
1671
€61
067

781

081

o ou

9L
691
(78
991
8%A

vea

[y}
3¢}
I'-I

1€s

621
42!
0z1

674
874

68TY

2811

08T1

LLTY

ZARN

TL1Q

8918

e

>

vaen
|
ey
|
6e€Y
ggel
|
zeel
Leed
veen
|
oze1
81en
|
ote1
80€ed
|
soey
£0ed
|
6624
|
962N
|
L8gy
sgey
|
erzd
|
6921
|
092n
|
6720

98EA

78€1

28€eT

8LET

O

R LDWIDE
PROTEIN DATA BANK

W



Page 81 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 5: CGP, TGME49 240380

Q
o
=
=

t
>

22%

2
BN

73%

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 82

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 83

|
$.2€0
€LTeT
|
692EM
89TEN
|
982€eT
|
E€¥TeEN
|
6ETES
[ seees |
LETET
[egee1 |
SECES
|
LTTEV

€TTeEN

78eeEN

z8eed

8LEED

CTEEEY

ogeea

voeen

00€geT

98ceY

€8ced

LLTed

26YeT

vsvea

LYVER

Shven

6EVEY

9EVEX

T1CYEH

617€Y
8T¥ES

(457458

60%€S

0oved
66€€d

S6EER

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 84

SL9€d

€L9€T
2¢L9gd

199e4

999€d

S e <

099€L
679€M

cv9ed

TE9€d

8TIEN

¥19€d

CT9€T
T19€4d
0T9€d
609€T

L09€d

€09€T

96GEM

88S€0

6.5€d

LLSed

€L5€d
CTLSET

0LS€T

99S€T

¥9sed

S18€d

L

LOSEA

86VEA

96VEL

veveA

988EN
788€YH
298€T
65G8€d
968€T

1€8€T
0E€8EH

CTBES
128¢ed

918¢Y
€T8EA

0T8EA
608€T

86.LET
06.e4
18.€1
99.€1
S9LEA
vo.Len
ov.LEN
ev.Led
0vLEN
TELEA
02.LET
£1.E0

80LEH

€0LES

i

869EA
LB9EH

689€T

7107A

860%d

S607

78074

TLOVT

L90VY

Y907V

12°10128
|

850%d

L5071
|

€5071

6707V

LYO%W

EV0vN

LEOYVA

SEOVL

0€0va

T20%1

CETHN

0ETYVA
62TV

STTYA

€CTYL

81ZHh

STCY1

424728
45444

60CTH

06T%0

181%Q

S8TVH
78170

281Y1

08TV
|
YLIVI
|
TLIPI
(/4578
[0t |
89TVI
L91%a
991¥S
|
E9TVI
|
09T%1
6STVL
|
9GTY1
sy
1574

LyTd

¢

19794
YSvvd
igag

EVTTH
(47474728

8EVPT

2evhd
TEVYY

8CTHIH
L8791

91¥vd

(454741
TI9%1

€0%%1
96€vd
TSEVA
8YEVT

LIETN
9TEVI

80€7d
€6CTM

G8CY.L
78271

8C¥s
T9ZYA
(7474
LvTy1

€vervd
ovevd

€ETVA

> o

6ESTIN

€ESVT

STSYA

CTTSYA
T2SPA

L0S%Q

SOSTIW

00S¥%L

>

L99%d

S99¥%1

09974

L9973

739%a

29971
TS9OV

8%9%4d

Yv9vd
€V97d

LESYL

62974

L29%d
929%1

¥2ovs

6T97A

L19%1

€19%3

09.%4

LYLTW

SPLYA
Y7LYD

152578
LTLYS
YCLYT
8TLYVL
YILvE
TTLYT

60,74
80.71

V697N
S897d

0L97M

888%M

0887

Ty8Th
9€8YS
LT8YS

0z87d

818V1
L1871

Y187L

218%1

60674

TGME49_ 240380

CGP,

e Molecule 5

73%

5%

22%

Chain EB

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 85

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 86

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 87

€9CES

-

8GTED

sgged

6vzey

vvzed
(47481
19ced
0YCER

8ETES

Leeey

£€eTeEN

0geed
€CEEL
0zeET
OTEEL
90€ET
zceced
68CE1

182EA
08ZEA

v.L2ed
€LTe1

692EM

S92€T

SvveEA

9EVER
SEVEQ

EEVEY

€CYEN

81¥€ES

(45759

60%€S

66€€d
86€EN

CT6EEM
T6eeEN

88E€T

€8EEA

8LEED
LLEEY

€LEEN

CT19€1

0T9eb
609€T
809€eN
€09€T
G6SET
T6sed
8.9ed
0.L8€1
295y
639GEA
9¥SER
8egel

GESEA
YESEL

CESEW

YCSET

cesed

0TSET

LOSEA

v0sed

L6%ET

veveEN

S9.LEA

09.€%

9G.€T

ov.LeN

ev.Led

6€LET

LELET

0ELEY
62.LED

ocLed

0z.LET

LTLET

STLEA

0TLET

90LEA

€0LES

00,4
669EN

069€A

T89€1

0S9€L

8¥9¢ed

shoey

2v9ed

9€9€T

988EN

T88€Y

€L8€71

F

$s8eb

[473)
78ed

T€8€T
€T8EA
608€T
S08€4
18,84
¥8.L€D

0LLET

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 88

96074

TLOWN

690%H

eludl

SS074

6707V

VA7)

44048

(402
TE0TY

vCovL

TT07A

70074

L0274

S0TVI

20Tyl

86TVI

[4:15741

08T7A

9LT¥%L

ELTFA

TLIVI
0LT#Y
89T¥I
L9170
wwm¢w
mmmvh
wmﬁwq
Ly19d
9VIVI
SHIP1

PSS

T0%¥d

86EVI
L6E7A

V6EYD

B6LEVL

vLEVE

el

09€¥7d

TSEVA
0SEPY

8VEYT

9VETA

YPEYT

Tvevye
07ETN

9EETA

TEEYT

LOETW

96CVA

€6C7M

88C¥d

98C7A
§8CYL

28e¥s

89C%A

T9ZYA

0827y

9€TY1

62TTN

[A%472'8

0%Sva
6ESTI

LESHY

STSTA

€TSY1

0Zsy1
6157

L0SYQ

SOSVI

00SVL

L6TTA

[437448

0677.L

Eidat

EYTII
(44747

(0474748

65.L7)

8ELYL

YeLYT

8CLVH

0TL¥1

PAYA L

60L7d

€0.L7D
C0LYI

66974

T69%4
069%D

889%1
189%a

989%d
VL9VT
0L97M
L99%d
9997A
S9971
85970

73970

L

9974

92971
S29%S
Yeovs

0Zovx

828Y%1

8T8¥I
L18%1

Y1871

21871

£687.L

888%M

78871
£8871

TGME49_ 240380

6.8VL

CGP,

e Molecule 5

—
73%

22%

Chain EC

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 89

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 90

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 91

€LC€T

TLzea
0LTEH

89TEN
L92€S
99CZ€S

v9ceT

§5ced

6YCEY

oveced

(4748

LzeTey

ogeea

€TEEL
vieed
0TEEL
90€€T
soeed
voeeN
TOEET
Lecea
V6CEN
z62ed
982€Y
£82€d

T8CEA

LLTed

OVPET
ShheEn

9Tved

TCYEH

617€Y
8T¥€S

STVEA
YIvEA

cIveT

60%€S

66€€d

S6EER

£6€€Yd

8LEED
LLEEY

€LEEN

259ed
TSoEY
0S9€L
679eM
8%9€d
LY9EV

SYoEY

cv9ed

Lz9¢d

T19€4

L09€4d

€09€T

883€ED

T8SEH

0.45€7

L18€d
9T5€d

07S€T

LOSEA

S0SET
v0sed

86VEA

S6%€0
veven

TeveY
06%€A

v.8e4d

698€Y

£98€S

098€Y

§58€T

¢s§8ed

E€¥8EL

T¥8€0

9€8€d

T€8ET

628€4

Tz8ed

E€T8EA

708€I

86.LET

06.€4

18L€3

89.LEA

S9.L€EA

voLed

£€9.€4

094

85.e4

ov.LEN

80LEH

90.LEA
S0.LEQ

€0.LES
00L€4
669EN
869€A

€L9€T

988EN
788€YH

LL8ET

66071

96074

060%D
680VH

TLOYT

6507
890%d

8707
LYOVI

479728

1707

LEOYA

SEOVL

0€0vd

720wl

Y10%A

TT07A

600%d

70074
€00%.L
20074

19270

S9CYH

95¢71

251470

cvevd

(14470

[44472'k
Teeyy

L1291

60CVH
80271

S0TYI

T8T¥A

YLIVI
ELTPA
CLIYD
TLIPI
0LT#Y
69TTA
89T¥1
L91%a
991¥%S

E9TTH

6STV.L

0ST%d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 92

0%Sva

T2SPA
02871

€170
80S¥%1

00SVL

o o 4

12574728

S9vvd

T9%vd

Eiaat

8CTYII
L2991

9T¥vd

125429

80%¥D

SO¥¥I

T0%vd

9LEVH

TLEVY

TSEVA

9VETA

eveETM

(A3 £

062%D

8LTVA

LYLYN

SYLVA

EVLYVI

152570

LELVA
9€LYI

€eLYd
YLy
€TLYS
TTLyd

6T.7a
8T.LYVL

TILP1

80L71
PAALS

VoLV

26971

069%D

S989%d

0L9%M

L99%d
9997A

85970
L5973

75970

25971

-

9974

678VA

[47:i4\]

21871

2067V

66870

768%S
£687.L

888%M
188%D

TGME49_ 271780

088%d

FLMI,

e Molecule 6

81%

. 15%

Chain FA

D E

D W

O R

SPDB

PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 93

0TLIA

[AYAX
|
TOLTW
]
669Td
86914
]
269TA
]
98914
78911
]
T89TA
|
CTLITT
|
19919
o991 |
6SG9TI
[ 8gor1 |
LSOTH
99971

S99Ta

TSoTV

L9911

868TI

768T.L

v.814
1.81d

L98TL
99811

05870

8¥81d

S¥81d

TY8TA

8E8TA

92811

€C8TV

LI8TA

608TS

LBLTA

68LTT

78L1d

19,14
Y9L11
6S.14
SSLTA
9v.L1d

0€LTE
6CTLIV

cTLTA

+

Lzoch

b

€202I
[advac

61024

ST0TH
v1oca
€1023

6002S

> oo

€66TY

99610

T96Th
89611
SS6TL
TS6TA

97611
SY6TA

cv6Td
¥e611
9T6TA
€26Td
(A%

LO6TI

S06TH

20671

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 94

N
b5
o
o0
=
i
I~
2_
D
=
m
=
(@)
= .
s
MD
S
-
mF
d.m
= =
e O

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 95

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 96

|
TTL11
|
T0L74
" ooLrn
669Td
|
S§89Td
789TL
|
659T1
[ssor1 |
LS9TI
959TL
[ssora |
YS9TH
€991
TS9TA
TS9TV
i
L¥9T1

€¥91d

o

6€9TA

8T9TA

91914

CTI9TN

Y09TN

009TA
66STH

98510

08STV

08813

L98TL
998TI

088710
w9811
8E8TA
92811
LI8TA
v1874
808TA
708TH
208Ta

86LTA
LBLTA

CTBLTA

oo o o 4 4

9LLTD

TLLTE

CSLTT

0SGLTT

SvL1S

€eLTY

6TLIY

LTLTV

¥TL1d

ccLTd

9TLIS

9€021

veocy
€€021

TEOCH

L

Ycocy

6674
|
1661V
|
586TD
|
18611

9961d

296Th

ve6TV

TS6TA

9%6T1

€T6T4
TTBTA

716TA

T161d

70614

20611
TO6TT
006TA

9681V

768TL

88811

G88TI

€8814

TGME49_ 271780

FLMI,

e Molecule 6

81%

. 13% 5%

Chain FC

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 97

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 98

YOLTH

6691d

969TH

069TA

S89Td

¥89T.L

€89TH

L,91d

SL911

6997

999TA

85911

€59T4

679TA

L9911

SP91S

99TV
0%9TA

9€9Th

L1913

T197H

038170

8¥81d

S¥81d
7¥811

8E8TA
8C8TA
LT8TH
92811
LI8TA
808TA
86LTA
LBLTA
96.LT4

TELTIA

T6LIN

68LT1

L8LTY

SELTI

veLTd

2CTLTA

0TLTA

9TLTS

60LT3d

v.L6TA
€673

89611

SS6TL

TS6TA

9611

cv6Td

6E6TA

9E6TD

%€611

2e6TY

£€26Td
2TETA

61674

1614
T767d

606TD

LO6TI

S06TH
vo61d

TO6T1

006TA

86811

168Td

998TI

L8811

C¢G8TI

8%02d

9%02a

9€02T

8z0cd
LT0Th

b

€2021
[4duac
120za

67024

97024

v1oza

0T02%
600CS
800C.L

L6613

S66Td

£66T3

T66TY

68614
88614

L3

6,674

L072h
90TC1

$0T2h
€otey
20t12d

16020

$602h
76021

26023

06021

§802d

LL0CTH

1,028

690CN

60T1CI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 99

TGME49_ 271780

e Molecule 6: FLMI1,

85%

7%

Chain FD:

08y

LEBY

€€8D
2E8D

1

g¢8d
¥28A

618d

LT8A
9189
S18S

2181
TI8N
0T8L

L08Y

SO08H
7081

2081
7081
008V
66.0

€060
206A
1063

8680

9680
S681
w68y

I

068Y
6885
888d

788A
£88Y
2885

088A

8181

898b

598D
7981
£981

6580
8684
1,584

9684
798M

298A

088D
6%81
8V8L
1,784

T¥8y

278D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 100

2964

0 626N

. o

0 9Z6

%261

T2

LT6M
916d
ST16S

B
3

1168

606d
8061
LOBN
9061

L2011
9207d

72011
€TOTY
2201l

6T0TA

LTOTA
910Td

¢T0Td
TTOTA

9007d

7001D

200tV
TOOTN
000TD

£66Y
266d
1664
0664

886S

S861

086S
66T

9L6H

[“esord | | eozia
88013 0CT
180T ]

[ esot0 |
55013

Z80TL
T80TS
080TI
6LOTH
LBTTI
92071 96TTd
SLOTA SETTA
v.L0Ta YETIN
€L0TH €6TTA
cLoTY Z6TTA
- T6TTH
ss0m Cost
| 800 68111
L90TV
99070
99071

811V
€8TTH
Z8TTY

80TTd

COTTA
TOTTY
00TTd

GSCTS

0sc1a

L

Lz214

91CTM
STCTTH

(4349
11218

TOETY

662 TN

L621d

498210

€8CTA
28211

08TTA
6.21S

LLz1a

9PPIN
SHHTS

(0747438

8EVTH
LEVTY
9€VTd
SEVTA
TEVIV

CEVTL
TEVTH
0EVTA

8CV1D

SCh1d

(44 4%
TCYTA

81¥1a
LIPTI
9THTID

O

R LDWIDE
PROTEIN DATA BANK

W



Page 101 wwPDB EM Validation Summary Report EMD-72716, 9YAO

°

=
=3
@

@)

=

o
[«
=]
=
=
[S—Y
H
P!
=
t
I
Ne}
\)
~J
[S—
-
o0
o

Y

-—
7% o 85%

Q
=
=
=

5|
=

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 102

08y
6€8D

LEBY

vesn
€€8D
2E8D

0€E8Y

Lz8d
9281
§28d

08
678d

L18A

G188

2181
TI8N
0T8L

L08Y

S08H

2081
T08L
008Y

5064
7060

206A
T06d
006V

8680

888d
1884
988L

118D

0L8Y

7981
€981

7981
098d

8984

9488d

TG8A

088D
6781

L¥84
9¥%80

7v8y

278D

> oo

S96M

2964

626N
8T6S
269D
9261

Sced
%261

LT6M

ST16S

1168

606d
8061

920Td

22011

F

0Z0TA

8TOT.L

9T0Td
ST0TS
YTOTH

L00TD
900Td

7001D

8660
L66L

7664
£66Y
266d
1664
0664
686d
886S
L86N

S861
7861
€861
286S

6.L61

9L6H
SL61

TL6S

6961
896'1

996d

S§80T3
78014

6LOTH
8L0T4

9L0TI
SL0TA
v.,01d
€L0TH
2L0Td

L2011

SCTIN

€CTTL

T211d

11174

60TTA

TOTTY

76018
€60TA
260Td
16074

70210

96T1d
S6TTA
Y6TIN
E€6TTA
TETTA

CLTTA
T.21d

85CTS

95214

0 $921D
£52TS

TYCTA

6ETTD

L

0€TTS

8TC1yd

92211

44421

11218

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 103

TOETY

66CTN

L621d
96218
S6CTV

T6TTY
T6CTA

98211

8211
€8CTA
28TT1
T8CTA

6.21S

9,211

96€TA

€6€TT

T6ETA
06ETY

LBETA

D E

O

R L DWI
PROTEIN DATA BANK

W



Page 104 wwPDB EM Validation Summary Report EMD-72716, 9YAO

°

=
=3
@

@)

=

o
[«
=S|
=
=
—_
H
P!
=
t
I
Ne
\)
~J
[S—
-
oo
o

Y

Q
=
=
=

o
Fr

7% o o 85%

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 105

08y
6€8D
8€8N

9€8D

€€8D
2E8D

0€8Y

YC8A

28D

678d

L18A

G188

T8N

L08Y
9081

T08L
008Y
66.0

768V

7881

088A

H

6781

9¥%80
S¥8d
7¥8Y

8961
1964

S96M

0 626N
0 8T6S
0 1269
+EEm

ST6d

€26V

6160
8160

1168

8061
L06N
9061

L2071
920Td

%2011

0Z0TA
6T0TA
8TOTL
LTOTA

Y10TY

TT0TA

600TA

900Td

%001D

TOOTN

686d

€861

T86H
0868

L

9L6H

6961

S60TT
¥6018
€60TA
260Td
16014

880TY

S80TH

080TI

L0149
9.0TI
SLOTA
v.L01a
€L0TH
cLoTe
1,074

69074
89010

79074

SCTIN

T211d
0TI
6TTT1
8TTTD
LITIN

E€TTT4

0TT1D

80TTd

(4547

80CTV
L0214

S0CTI

20eTd

002711

86TTA
L6TTI
96T1d
S6TTA

€6TTA
CBTTA

98TTM

Y8TTV
€8TTH
T8TTY
T8TTA

69210

29210
19218
09211

8GCTS

€GCTS

CSTTN

0setTa
6¥CT1

LYC1S

SYCIN

€¥C1d
[4441)]
152990
oveTa
6ECTO

|

veeTl
€ECTI
CETTH

0€TTs
6221
82214

92CT1

44444

(44459

T6ETA

9VVIN

8EVTN

14440

b

(4451

66CTN 6T%TT

O

R LDWIDE
PROTEIN DATA BANK

W



Page 106 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 7: Transport protein Sec24

13%

Q
=
=
=

Q
>

67% 15% 18%



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 107

L0271

S0cyd

86711

. o

9611
€610

S8TY
¥81V

08TY

cLTd
TLID

¢EER

69TI

9911

Ao 4

>

[
<
3}
o

§ced
vcen

6TEA
11eT

S0ed
70€b

T0€d
86CTA
76TV
€6CA
2624
062A

S§82C71
¥8ca

6.24
9.2
8924
LSTH
SSTT
6ECN

9€CL

9121l
S12d

c¢1ed
T12d
0121

. e e o

¢
¢
¢

ovvy

LETA

EETN

0seyd

YooV

€6SA
26SI

065N

. a

<>

o
s
re)
o

a2 & 4

9€SL

OO0 OOOO

S1SS

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

9084

C0SA

9690

€691
C69H

0694
6891
8894

6L9T
8L9T

9.L9V

EZa
899D

04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

S%91

¥€9d
€€9T

819V

2194

T18A

084

¢

L

6,61

LL6S

SL6A

cL63

0L67T
1,964

8360

9661
SG6A

€561

0zev

9684

7681
068K

TL8L

0.L84

1,98d

Transport protein Sec24

e Molecule 7

23%

17%

59%

go/o

Chain GC

€12

L0271

S0TH

102D

n © D

o
=)
[ A

e s B o o

6971

9971
S9TA

€910

0 8GTL

R 2

TLED
TLET
0LEY

73€d

2Sed

ﬁI

Tved
0veT

1

€TeT

621

[4:14

0 ogey
obey

9€Cl
Secd

gecy

0 zeey

1€2d

S9%A
6G¥%d

i
€971

TSI
0S¥Y

9EVY
9TYN
€TVM
(4578
6074
90%V
€0%A

L6€71

¢

06€I

€8ed

08¢€Y

-

SLSK

045D

S997T

LGS0

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 108

OO0 PP0PP0O0OOOOOS

6L9T
81971
LLOYV

TLOA

7991

¢v94d

9E9N

v€9d
£€91

TE€94
0€91
6290

0T9H
6794

v1oM
1094
909N
S09A
voov

66391

L6SL

$6S1
T6SI

¥8SH
€850

6.54

e
K
~
>

L9L7T

79.LT

8G.LT

. S . e A A e

TSLA
{425

6L
8ELT

ceLY
T€LI

8.y
vcLa

0zLb
6TLI

LTL7T

90LA

v0La

169d

0694
6891

1894

S$89D

T89N

089%

e o

9781

€781
c¥8d

6€8Y

9E8A

2es8l
Te8y

828d
1281

Tz8m

L1784

S180

(4578

608

084

008A

L6LT
96,4

Y6.LY

T6LT

18.L71

Transport protein Sec24

e Molecule 7

23%

17%

59%

8%

Chain GE

T02ZD
2611
06TS
68TS
88TH

S8TH
v8TV

9.L14
ELIN
69TI
9911

€910

0 8STL

2

cLED
TLET
0LEY
€9€Q

09€A

6%ED

Svea

cved
Tved

o AR 4 4 4 4 2 4 4 4

1

€2eT
azed

vien

T1€T

60€T

90€ed

86CA

2624

062/
68CS

§8CT
v8ca

6,24

Llga

+

TLea

(4145

€¥CH

o¥ed
6ETN

SETY

0€TY

69vd
|
97
€571
eyt
1991
087
| 6w
89D
L¥PA
9%PH
[ aw
PhII
|
991
|
98Ty
|
mﬂws
23S
9eoN |
| | 0251
£ZHM 6184
(444 81571
| [ Lrsa
8T¥L 91SA
| [ arss
TTPA P15
| |
£0%A 01SL
20vd

28ed

. e s A A

[
©
©
a

SE9L

CTEIN
1€94
0€9T
[44°L
9191

6094

L094
909K
S09A
L6SL

26SI

06SN

¥8SH
€850

6.54

LS

045D

995V

<
~
~
<<

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

8€LT

ceLy

6TLI

LTLT

STLL
AT

60LKH
80LS

90LA

v0.La
€0LD

L69d

€691

T69A

6891

6.L971
8L9T

S.90

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 109

TL8L

0484
6981

. Ao

o [
0 ©
] 0
i) =

a2

€%8T

0%8I
6€8Y

9€8A

£€80

Tesy
828d
1184
c18A
608A

20831 ’

008A

86.LT
L6L1
96.4

T6.4

N
kd
~
<

OO0 OOOO

686A
8863
2860

$864
7864

0861

1964

960

8960
1,564

SG6A

0sey
676N

veed

616A

916H

1688
9684

£68M
26871

€88T1

9.8

€.L8V

e Molecule 7: Transport protein Sec24

18%

14%

67%

12%

Chain GG:

COPOPPOPOOO G000

vLEY

TLED
TLET

bsen
€£GES

@ o
By
ug.

. e e  aha

€2eT

6TEN
8TEV

T1€7
80€X
0ed
€0ed
coed
T0gY

v6cy

2624

062A

¥8ca

6,24

9,24
S

892

992k

29Tl

SS21

LETK
9€CL

C0SK

7671

Y9%1

6G¥%d

TSVI
0573

8EWY

Yevd
EEVN

444"

(4474

(4578

907y

. .

7ovN

007a

L6€T

88ed

SE9L

CTEIN

9294

6194

c194d

6094

1094

LLSS

SLSK

€LSA

€991

9€SL

[}
[}
el
=

8181

60ST

908V

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

2SLA

67.LT

Ly.LS

8ELT

0ELY

STLL

8048

90LA
S0.LI

6698
8691
169d

C69H

0694

=
8999

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

47420

T79L

< oo

"§

9781

Y¥8H

078l

628A

TZ8M

818A

v18L

808d

208%

66.LD

L6LI
96.L4

€6LA

061D

0 €665

T66H

886
1860

0861
6161

LL6S

SL6A

TL6W
0L6T

1,964

656D

TS6W
0S6V

>

€64

[4:30)

0ged

9z6a

9T6H

906A

068KH

£881

188V

9.8

€.L8Y

. 4

e Molecule 7: Transport protein Sec24

0 958A

23%

18%

58%

8%

Chain GI: —

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 110

gecy

e

0€TY

0zzAa

8611

9611

89¢ed

S9EV

¢
¢
¢
¢
¢
¢
¢
¢
04
¢

[44°0)]

vien

TT€T

60€T
86CA
€6CA
062A
S8CT
astacs
€8TV

6,24

1,23
9,24

€LTH

Tlza

892y
L9

8SCA

2ses

6%y

€¥CH

8€CI

> 00O

8G¥d

€G¥1
0S¥Y
ovvY

6ETY
8EYN

9ETY

EETN

(4474

(457,

6074

90%V

(402
T0%1

L6ET

veed
€6EA

06€T

88€d

98€A

18€Y

TLET

8191

9TSGA
S1SS

0TSL

967X

¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢
¢
¢
¢
¢

1991

6,94

045D
6951

S9971

C9SI

CSLA

6.1

9L1

SELY

TELT

L2.1

6TLI

LTLT

STLL
PTLA
€TLA

60LKH
80LS

90LA

C0LI

169d
969N

C69H

0694
6891
8894

0894
6.L971
8L9T
LLOV
9L9V

CTLON
TLOA

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

Y¥8H

%81

SE8A

T€84

628A
8¢8d
1281

7281
€284

Tc8M

1184

T081
008A

96.L4

88.L4

N
©
~
<

Sl =3
© @
~ =
= =

A A el
>

SL6A

a2

9861

6161
8161

e Molecule 7

9.6d

Transport protein Sec24

18%

10%

1%

13%

Chain GK

€ETY

0€TY

o o & 4

9121

e¢1ed
T12H

G8TY
v8TV

oL
TLTD

o &

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 111

Tews

907V

00%a

L6€T
96ed

> oo

cLED

89¢ed

v9ed
£39€S

COPPPP00O0O0OOOOS
$ : .
&

B
Sy
[
o,

. . e o

s0ed
86CA
c6Td
§82TT1

0824
6,24

9,24
L9TW
%92b
85T
§STT

9€TL
SETY

. . e

-
[l
0
3

S€9d
vesd

0ZSI

COPPPPPPP0P00O0OOOO

81571

60ST

908V

76v1

8974

Y971

6S%d

791

oo 2 2 2K 4

6EVY
8EVN

EEVIN

a7t

0 o
© ~
© ©0
o =

€991

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
“
lsoon | ¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

6ESK

9€SL

€781

%81

008A

L6LI

169d

0694
6891

6.L971
8L9T

S.90

6.L6T

V.64

L16d

0 998A
0 9984

¢

>

e Molecule 8: Protein transport protein SEC23

7%

Chain GB: "o

17%

79%

€5TY

0S1Q

8ETT

SETT

€€Td
CETd

CITI
TTIA

Y011

0071

[aan

9TM

L92M

€924

T9cd

18

[4sacs

Lyed

owvey

S12T

002D

LBTA

€6TH

06TA

781D
€811

T8TH
08T1
6LTW

CTLII
TLII

89T

€9TH

09771

vovy

T0%a

86EN

96€1

9.,€4
SLEX

T80

T9EA
T9EV

8vex

9€EN
SEEN

A e A e a s

) 0w © )
- (S ®
™ l’lg [}
) H i

i

€821

1821

j2X4:

%991

09931

%591

157°)8

8€91

beor
EEON

S0971
%094

96SH
6894
984S
69SA
99ST
S9971
Yosu
€954
SYSV

TVSH
0%ST

2esd

8CSA

1SS

6€EVd

CEWA

9C¥1

B9LN

©
I
~
<<

084D

SYLA

@ COPPPO 0009000 OOOO

SELT

* <&

0€LS

97,4

6694

9693

€69d
Z269H

069H

3894

€890

7891
08971

9.L9M

v.Lo0

S991

@)

[a\]

Q

™

[9p]

=i

Q

+

2

01 ~
)

«mE m.
181 w

| =
L2001 <

1 E

0 ¥.L.a —
ooz £
0 TLLL =
¢ 2
¢ ol
$ 5
¢ <
¢ g
¢ 2
0 $9LY ]
‘Ml
¢ °

8%

17%

78%

Chain GD:

€GTH

TSTD
0S1a

8v1d

€ETd
CETd

STTD

Ll

O

R L DWI
PROTEIN DATA BANK

7011

D E

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 112

8.20

€.TS

& 4

€924

T9zd

45108

[4c14ck

oy

9€TT

S1T1

[414)]

R o A e e A e

01zd

002D

Z6TA

06TA

81D

T8TH

TL1I

L9TV

LSTH

¥S1aQ

8EEY

n © ® o)
IS o0 o
™ M o o
o £ =

0ZES

€0€T

00€yd

L6271

v6TM

{414

€8CT

1821

157222

6€9T

929s

7650
¥8SH
085d
v.Lsa
TL9Y
9981
€994
0%57T

0€Sd

0 S2SL
|

TTsv
0284

0TSY

8054

€051

T0SS

6670

96%1

TEVd

Yeva

{44728

6174

157208

0T¥a

vovd

TELY
0 TEL0
¢ oes |

9TLN

STLO

€TLA
CTLA

0g.Ld

LTL4
9T.4

E€TLT
0TLY
0,3
€0LD
CB9N
6894
789M

1891
0891

9L9M

7.LoA

. A A A A e o

CL9H

9991
%991

1994

959V

%591

6%9d

¢

68LA

ST

] 3
© ©
~ ~
(%) (9

B6SLIW

e Molecule 8: Protein transport protein SEC23

17%

83%

21%

Chain GF:

0174

%011

T0Td

-
e o 4 & & & &

> S

0 194

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

OO0 & o

T8TH
08TT

9.LTV

CLI
TLTI

89TH

9STT

€974

0st1a
6711

Ly1a

€5EN
0S€ed
6veL
21498
YYEY

cven
Tven

8EEY

veea
EEEN

0gea
LTEH
9zed
GzeI
T2eT

LIEN
9TEN

v1€d

Ties

SG0EA

€0€T

00€Y

€8TT1

L.2d
9LTH

v.Lcd

€92y

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

€0ST

T0SS

6670

697

£97M

6SYH

1537421
0%¥d

[452:8
TeVd

{44728

0Z¥N

LIVH

T1¥%s

¥8eL
£8eX

08EN
6LEA

LLEW

TOEV

LS€Y
9GEN

<>

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

%094

1094

66571
86SH

6L

L1984

%91

€TSA

07154

S0Sd
Y0SH

@D © 9O 90 VPO0PPPPP0 O O 9909909909090 G900 o

N <
[ o)
© ©
= 5]

vLon

0L94

L9971

OO PPPPPPPPPPPPPPPPP0PP0PPPPPPPPPPPPPPPPO O 9909099099090

0LLT

09.D

—
N
~
A

e Molecule 8: Protein transport protein SEC23

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

7%

21%

71%

wwPDB EM Validation Summary Report

20%

Page 113
Chain GH

8.0
LL1

A 2 2 2

coiL s

¢
] 1821
9090 0 | |
4 ¢ N 5097 ¢ mmﬁm wmms
7094 0s1@
\.ﬂr_ “ ¢ mmwm [ “ | wm& ﬂ
[ ogna ¢ L1124 8etT [ ossa |
SETT 9821 ¢ Qo ¢ 2ed | 651
M ] i ]
| End ¢ ¢ ¢ $19d ]
¢ 1641 I seey
¢ €eTd ¢ seex Dt ¢ ¢ ﬁﬂwa 890
¢ “ omg ¢ QR “ ¢ ¢ 00%) ¢
¢ ¢ SLvY v95% ¢ o “ ¢ wﬂmH ¢
¢ YLYA ] ¢ 3 ¢ ] ¢
“ “ omwx omms M - “ £ed “ mﬁmm
¢
¢ ozes mmwa 8793 0. ¢ ¢ 08EN
4 ¢ o S9%Y 34 ¢ M M ﬁ o
¢ 01 ) ahay ¢ ¢ ¢ LiEH mmmm
¢ i 7981 ¢ ¢ ¢ | 508d
¢ mmmm mmﬁ €55 9894 ¢ ¢ ¢ TLEN | osH
| | 1891
N e Tem o g ¢ =l
2Tl e | gesd 6,98 ¢ o ca | 16%b
¢ ¢ s1e1 oo <oz PN L0 ] ¢ L84 9671
M ¢ 1 e62¥ 1 ooy ¢ sub ol 1 [ sevd |
“ M mmmm [ | mmww “ k “ ] 0. wmmc T6TS
i [ ogeN | L9 90 04 ¢
¢ : mam L w8 LI pe R R S
8614 1294
“ M L6TA i yovd “ 0494 ¢ ﬂEu ¢ o 01 wﬂﬁ M
1821 ] ] ]
¢ o ¢ 9618 1 L N M X ¢ n . ziz Ceved
| sety Tve
¢ $ vorx el 1 ¢ wor ¢ = |3 i oo i ¢
¢ S eem 1821 e ¢ i ¢ D ® pul 661Y oved
¢ 26TA (1 ¢ ﬁm& ¢ S mwu i ¢
¢ o ¢ 4 wmmz ¢ 55T ¢ o z, | oewa et aLvy
Mm 1 €428 «m& | o Lsod M + mwm ¢ ogea m“wz
| 819 ¢ oﬂmz “ wmo< “ m. mﬂ. ¢ hﬂmm |
L84 199d o | ozed 8979
[ | Mmm ¢ 9.ed ¢ m 8zt ¢ T [}
mNm 18TH 592a [szen ¢ = l €871 [ | ET
. Cosr1 | | 2 iy ¢ = ¢ | egra LIEA i
i 6LTH umﬁ \.mmo ﬂmq 3ELT - mwm 18TH | oten 1578
- i 0811 sred
STt LLTH 6321 | 505d ¢ 5 8TA | 710 ¢
[} i 1 £9£Q ] ¢ g 0 | LLTH [ |
o ¢ s Hmz 521 coen ﬁmmm ¢ ° & v1d mmz Hmmm oﬂvo
B ¢ 891U zgea 86vd ¢ A ¢ (34 £0e1 1891
“ ¢ | | ﬁmuo ¢ 3 ﬂm: | | [ |
791d r oogy zed
¢ “ o £9TH Lved “ “ FarS “ T < . ¢ 89TH 662V 1874
_— | L owd e ceo = - | | s6ed | |
0911 Ea O £9TH 621 9ey1
* ¢ ¢ ¢ s 2291 t O ¢
+In | ] ¢ o= ¢ Z o ¢ oot ] ]
¢ ¢ s 2811 ovey ¢ ¢ £TLA o) R= ¢ o1V 76T e
¢ | | eeed | ¢ ¢ | geLk = < ¢ 0971 | L rew
8v1a ey 2L = | €821 0zoN
¢ [ | | lgT1 ¢ ¢ 0zLd ° O ¢ w 95711 A 6174

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 114

0 0LL1
] :
s

o ¢ o R
$ o A ¢ :
¢ z69H ¢ ¢ ¢
: 6 M ¢
¢ ¢ ¢
¢ 1 M mmm> ¢ M
«ms M o ¢ ¢ ¢
“ Hm:_ ¢ oﬂﬂ “ “ M
0891 %) m& “ ares ﬂ ¢ “ “
¢ 6.9 o8v 0' 4 ¢ ¢ ¢
i + 0029 L ¢ ¢ “
T g L, Em $ ¢
i * e L e :
¢ e S.u “ mﬂﬂ. hwm “ “
i R 1 M ¢
6v9d ] s om@ ¢ ¢ ¢
www IS Tved THL 0
“ e o oves e ! “
mmm,_ mw“ ﬂ 8EEY mmwx “ “
LTI [ |

9651 4 i ¢ mmﬁ N ¢
“ “
[T i ¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

QD O COPPP VP00 90 9909909999099 99099099999999999%99%99%99%99%99%99%990

zLIT
¢ MWM b ¢ €zvI
¢ o 1 (2421
¢ méu ¢ me 8zEH ovod
. Ld s me_ mma Iwmz q
98]
¢ o mmm 6711 mﬂma il
¢ = R Cewa [ | 1 STH1
¢ L 3 8y wm:. cliaal wﬂwm
’ m 4 CETd oﬂmm - “
¢ o i 17T 662V mmwx ¢
¢ + €70 |
: g e e ¢
¢ ¢ S o £821 | eeed
ge0
& ¢ 86€EN ¢
$ ! 2 e S e ¢
¢ ¢ Fa T€T 96€1
: . R B :
21 €6eS
“ TR | ¢ \.ﬂm a 2680 ¢
¢ s 714 ¢ i [}
. ¢ £ 1o “ - ol “.
£ge3
¢ .. ¢ ¢ ¢ zeed ¢ ¢
¢ 9991 o N oaw - N ¢ ¢ | isel | ¢ Lt
‘| : o ' ¢ o ¢
- (] M SEEER G M e M
¢ Q ¢ 7TTd ¢ LLER ¢
€0.b —
i ¢ ) A= ¢ o €111 ¢ oseE ¢
wwmm M o] (4251 SLER
¢ ¢ ¢ = 0. TTTA ¢ yL8T ¢
o= ¢ ¢ e O ¢ orta ¢ T ¢

64%
RLDWIDE

O
PROTEIN DATA BANK

erbDeBe

W

10%

TGME49 285990

28%

e Molecule 9: FLM2,

Chain HA:



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 115

o o 4 4 o d

8EVA

9ETN
SEYT

CTEVT

91vd

00%Y

1

76€T1
€6EN

15984

9CSA

S0SI

0081

6674

L6%Y

CTLI
T1L8

80LA

6691

689%

2891

089y

9.L9Y

SL9Y

V.L9A

9993

€991

0594

w994
€%94

9.LS%

62LD

TSN

~
0
I}
<

7530

V9L

9¢.Ld

vTLd

cTlLs

6L
6.0
06.T

98LY

783
€818

_

088H

S.81L
7,80

7,84

6980

+

2981
T98%

65983

9684

738N

TS84

TGME49_ 285990

FLM2,

e Molecule 9

64%

10%

28%

Chain HB

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 116

9ETN
SEYT

eV
TEVA

6073

€6EN

2 4

8¢5d

9TSA

vesn
AR LS
90sb

00871
6674

9674
L87A

44
8%V

9L9V
SLoV
v.Lo0
9993
€591

0994
6790

99T

994

29.b
99.S

C9.LH

65,3
83.LY

SGLH

€918

1948
0S.d

LYLA

0ELD
6C.LD

9¢.Ld

YTLd

2CLS

0ZL3%

CTLI
T1LS

80LA
S69A
2891

7894
089V

808H

S081L
708L

208N

98LY

€8.LS

08.4

6,81

L18%

H

8981

8981

9983

738N

2G8%

678V

1

TGME49_ 285990

FLM2,

e Molecule 9

75%

20%

Chain HC

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 117

OO

>

9ETN

€EVD

(447

9Tvd

ETvY

covYd

v6eT
€6EN

0€SN
vZsn
fASES
0081
6674

867D
L%V

YTLd

cTlLs

CTLI
TILS

80LA
2691
889N
7894
€891
2891
089V
9.9V
SLOV
v.Lo0
999%
T99H
6790
4
SCOL

L09A

1690
9654

6.LST
8LSL

9.9%
S.S4
.94

048V
6954

999d
999d
7994
T9SN

LSSY

§GSS

TGME49_ 285990

e Molecule 9: FLM2,

89%

5%

—
5%

Chain HD:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 118

08.4

LLLK

SL.LS
YLLT
€LLY

TLLd
0LLN

L9L0

S9LM
Y9LA

C9LH
T9LD

65,3
8GLY

L

¥SLT
€9.L8
2S5.La

08.d

LYLA

758N

8%8a

7¥8D

CY8H

0%8H

8€8)
L€81

€81

0€8I
628L

i

GZ8N
281
€281

0z8s
618K

9181

v18yd
€181
2181

6081
808H
083

S08L

CZO8N

86.0

S6.LT

I

6.0
06.LT

8.3
€818

088H
6,81

6980

6583
85871

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 119

TGME49 292170

PCR12,

e Molecule 10

28%

11%

61%

Chain ITA:

6ETT
Plaa
8024
S0zh
G8TT
0811

vL1d
€LT0

LS%S

SS¥1

TSPA

i747%8

STPY
4541

(4544

€0vd

00%H

86€Y

T8€H

€ved

8€9Y

S€9T
veov

vcou

8794

L

919D

7191

%090
€094

¥69d
8839)

1854
08ST

G.SS
7954
TSSN
9€5Y
9050
€091
6874
98%d
0L%Y
9970

c9vA

T6LA

98LK
G8LT
78LT

z8.L0

08LA
6.LLQ
8L.0
LLLD
9L.d

0LLD

S9LH
Y9LY

654
8SLN

TSLS

S¥.LQ

EVLK
{4758

ovLY

TTLA

2694

T164
01671

060

€06H

1684

€684

068D

688A
888L

9881

7884
£88S
288A

9.8V

L8N
€181

898N

980
€981

8981
798d
£398D
2580
S¥8X
(474578
6€84

v€8D

0€8A
628D

Le8y
928s
281

€280

21871

908I

€084

€00TA

S66d

T66H

S.64

TL6T

8964

9961

7961
€964

TS6D

LY6H

E£76N
Ty64

0v6s

0€6T

{44

€161

€CTIN

0ZT1S

80TTT

¥60TN

€80T

6L0TH

890TY

S90THd

T90T1

L & 4

8TETH

9CETL

CIETI

B60ETI

LOETN

9621d

¥62T1
€614

S8TTA

8LTTA

€LTTA
cLTT1

¥9CTI
GSCT1
¥5¢1D
€SCTH
(7931
Eizadi]
werl
9€TTA
€ETTL
i4445:]
TeeTL
L02TH
96TTA

S8T1D
v81TYd

18T

€CV1d

L0714

€8ETT

ELETM

6SGETY
8GETT

0EETA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 120

TGME49_ 292170

PCR12,

e Molecule 10

28%

13%

59%

Chain IB

85¢S

0%21

8€TY
€€TY
0€TH
S0zh
1021
88T4
S8TT

1811
0871

i ZAX%S
€LT0
TLID

6911

99€d

79¢eT

C9€H

LG€d

ssed

TGET

67ET
8ved

14498
gved
[472°8¢

Tzed

CO0EL

6751
LEST
SESYH
918d
2184

908d

» O - am
o O O o m
< 0 0 R0
- g = )

L6¥1
9673

08%1

9L¥%1

TLYA
1257%:¢

6971
89

9GP
¥Sva

TSPA
0S¥N

€EVY

6274

j4478

{44749

STHY
4541

88€D
18€4

T8E€H

vLed

89€d

¢

[4sio))

6791

Ll

veov

4L
€291

T2OA

8194

919D

€094

¥63d

0851

€991

85SA

9981

98d
€981

174578

T¥8H
0%8d

LEBA

§281
veen

1281
€18V
2181
1180
008I

T6LI
T6LA

98LK
S8.L7T

08.LA
6..0

LLLD
9..d

CTLLT
TLLT
0LLD
S9LH
8G.LN
£G4
TSLN
ov.L4
8€.Ld
YOLN
8690

2694

€00TA

166d

S66d

T66N

€861
2864

6.64

€964

TS6D

8%6'1
Ly6H

cy6d

8261

v16A
€161

164
0761

8064
L06a

2064

0061

£684
2681
T68A
068D
688A
888L

788X
€888
288A

S.8A
L8N
€181

80TTT -
L0774 Y2TTH
- €TTT1
€0TTH 2TTIA
- 12CTL
860TH -
- €0CT1
G60TD
60TN
1
T60TT 06TTH
| ]
L80TL 98114
1
080Ta
1
LLOTH

0L0Ta

890Td
79010

€507

4427\

6ETTA

ECTIN

T2TTd

8TTIN

[432%!

0TTTd
60TTD

(5491

L0¥1Y

S0PTd

96€Td

V6ETA

L8ETT

€8ETT

8LETD

SLETA

6SETY
8SETT

9GETT

GEETT

0EETA

8CETH

9CETL

LOETN

S0€Ta

76211

S8CTA

6,214

¢

0 €LTTA

¢LTTT
TLCTA
|
¥9CT1I
|
G§SCT1
|
TSCTA
|
Eizati]
|
wer
0¥C1d
|
LETTY
9€TTA

9TYTIN

6TVTH

TGME49 292170

PCRI12,

e Molecule 10

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 121

28%

12%

60%

Chain IC

L2 2

6€CT
TeTT
ocTy
91CM
8024
981Q
TLTD

L9TH

L2vd

TIPW

86€Y
LBEN

€6€T

88€0

¢8EL

Lred

v.Led

cLed

69€N
89¢ed

S9€Y

€9€0

9%€0

LEET

8zey

vred
€1ed

CTOEL

00€T

1894

1854
08ST

045D

7984

85SA

TSSN
0SSX

LEST

SE€9Y

TESA

60Sd

LOSK

70SA
€0ST

TOSKW

Y6vH

6874

98%d

LLYY

€LVT

0L%Y

9970

29%A

SSPT

4148
TSYA

6774
8¥¥1

SYP

€¥vd
(4474t

8EVY

¥von
€790

8€9Y

GE9T
ve9V

0€94
629d

1290
919D
ST9Y
Y191
c194
6093
€094

€6Sd

898N

8581

2580

0%8d

8€8T

€18V
2181

9081
5083

LBLA

S6.3

T6LI
T6LA

684
¥8LT
08.LA
6.LLa
8LLD
LLLD
9L.d
09.1
6S9.4
8SLN
TSLS
ov.LY
BELY
8€Ld
SELN

0eLd
6c.Ld

STLA
0TLA
€0.LD

6690
8690

2693

6963

€964
1960
156D
LY6H

8€61

9€6T

6269

L2c64

GZ61

€261

12671

9163

€161

0161

€06H

1684
9684

2681

6881

88A
T88A

S.8M

€TTTL
(42591
TITTD

€071y

860TH

cLoTYd

690TY

€0CT1

86TTY

06TTIW

L8TTL

EVTTN

CHTITA

(] 2810]
mmma>
TETTH
0E€TTT

8CTTA

E€TTIN

TCTTY

6TTTA

[45745'8

€Cv1d

L0%Td

L8ETT

€8ETT

8SETT

8CETA

9CETL

T2ETT

LOETN

S0ETH

COETY

¥62T1

9ETTA
ety
j£44q2:
€2CT1
2TTTA
13499
L1274

L02TH

TGME49 298010

PCR10,

e Molecule 11

31%

14%

55%

Chain JA

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 122

T84

SLA

0,3

7oV

09d

154

9%4

E€¥S

1674
V6TA
2611
T6TQ
06TM

981S

7811

1810

TLIA

*

S9Td
YOI

291d

0911

pAshice

TST1

PAANS
5i498

L 2 4

6ETH
8ETL

9€TV
SETI

2ETY

YCIA
€CTI

74253

L01d
9071

7014

20Ty

064

€9%1

09%D
657

@ 00O O

9vvY

Yvvd
74728

(0)74745¢
LEVT
9€Yd
[4474%
6178

1745728

,0T3
9021

19.D

€9.0

TOLY

85,3

9S5.LS

v5.4

0S.LY
671

9%LA

evLd
TvLA
7.4

8¥5d
L¥Sd

TysT
981

CTESH
T€9Y

62SI

€TSN

0zsA
6154

C1ss

S0ST

0671
68%A

18%S

6L7A

9LV

YLV
ELVN

TLVA

L9¥S

006d

$68T1

T68A

9884
7880

£%81

[eved
T¥8A
0%8I

LESN
9E8N

€€8h

281
44558

6181

2181

6081

508D

96.S
S6.4

T6LW

9€0T1

CEOTA

+

610TYH

97011

STeN

9164

1168

806d

L0TTL

96118

€LTTT

89TTL

YOTTI

19111

6STTY

€STTT

8ETTd

0 €60TL
Z60TH

06071

¥80TA

6L0TA
8LOTW

€90TI

TS0T1

LYOTN

1574951

86CTI

88CTY

98211
S8CTS

6.2Td

9G¥TI

TS71d
0S¥%TS

LYPTT
154742
6EVTT
8EYTd
LEYTI
8CY11

24744

8TVTIL

9TV1Y

vIviv
€T¥1d

0T#TT
6071
80%T1
S0%Td
96T
€6ETT
06ETY
98€Td
¥8€TI
6LETD
CTLETd
8YETA
eveTd
6EETS

8CETT
LTETT

0zeTd

80ETA

90€TI
S0€Ta

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 123

69911

999TA

67911

TEITN

Y29TA

L09TA

v63Td
€6STA

T6STH

6851

L

78S

T8STYH

SLSTT

TOSTH
09STT

9GST4

YeSTY

2eSTI

8TSTA
LISTI

TISTA

60STH

70STYH

COSTI
TOSTT

PO 00000 OOoO

667TH

T6VTY

08%TA

LLYTA

TLVIN
€LVTT

T9%14

8LLT4

SLLTL
vLL1H

6SLTT

9GLTV

LTT
SvLTd

9ELTL

YELTA
CTELTT
TeL1d
0ELTL
9CLTT

CCTLIA

0gLTa

LTLIM
9T.LID

i A7A )

TTLIV

LOLTA

3

66918

©
D
©
—
R

68911

98911

289TH

6.L9TV

LLOTT
9,974
SL9T1

89811

8%8TA

S¥81V
6€8T11
8E8TL
L€8TD
€€81d
¥Z81d
908TH
€08TY

08.74

860CL

26024

9.L02N

TL021

1902V

£902S

18021
95021

:
=
¢
¢
¢
¢
¢
¢

81021

€1021

S002I
%002

96611

v661d

26611
1661

1861d

S86TT

L1670
9L6TH
SL6TL

€L6Td

[45%4:¢

01121
60TV

8z

§.2Td

€Lccyd

0.L22n

992¢1

TGME49 298010

PCR10,

e Molecule 11

31%

12%

56%

6%

Chain JB

T84
083

8.Lb
SLA

T
0,3

894
S9N
AL

054

8vd

94

6EV

9818

7811

181d

6LT4

0 8LTH
SLTY

TLTT
TLIA

6974

291d

0971

pAshxc

TST1

9VIX
wia
ovTT

6ETY
8ETL

TETT

8CTL

€¢I

1211

L07d

00TI

S6d

Ted

L1674

S6T1
V6T

2611
1610

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 124

b

0S¥
5374748
0%vd
LEVT
9e¥vd
SETA
TEVY

82vd

A e aaa

©
™
0
=1

9¢vd

STV
1745728

9891

T88d

€SI

€€SI

62SI

€TSN

C1ss

€0SH
20SM

667.L

8y
18%S

9.L¥T

ELVN
cLYD

€9%1
29vs

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢

€%81

T¥8A

0¥%8I

8€80
LESN

v18a

0181

L0871

508D

veLY
€6.LN

064
98.L4
€8.L4
T8LA
T8LN

YLLT

€L6W

0L64

296A

156Q

0861

6E6A

zeed
TE6%

9164

€161

006d

S68T1

6884
8884

§884

088l

SCTTI

€CTTL

C60TH

@ OO0 P0900OOOO0

06071

€90TI

65014

LVOTN

B6EOTA

9€0T1

80014

LS€Td

L2ETT

COOPPPPPPPPOPOP 90 909090909090 9090909090909000090900 o0 o

LSST1

¥SS11

8€STT

¥2s14

2eSTI

STSGTT

70574

TOSTT

88%IN

78Y11

[425745)

08¥TA
6L%TV

SO 000000

LLYTM

YLTIM

Yo% TH

19714

9TV 1d

j444%
€TV1d

8TVTL

9THTY

45431

[454%!

607 1Y

L8ETT

98ETS

SLETA
YLETT

CLETd

69€TI

€ELTL

TeLTd
0ELTL

8CTLTS

9CLTT

YeLTA

oz.Lia

LILTM

90.L1d

€0LTN

86914

06910
68911

18911
TLITH
L99TL
999TA
S99TD
€V9TT
6€9THd
L09TA

v63TYd
E€6STA

T6STH
06STL

8851
L8STM

78S
€8STI

09STT

£88TY

S.8TI
v.814
€874

698TY

998TY

098Td

8G8TI

968TY

0 TS8TH

L€8TH
12811
818TI
CI8TA
808T1
£08TY

T6L11
0611

8LLT4
vLLTH
S9.T4
6G.LTT

9GLTV

6VLTN

SPLTd
YYLTI

CYLIN
8ELTA

SELTD

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 125

¢
¢
¢
¢
¢
¢
¢
¢
¢

8C0CA

9202

€2021
2TOTA

€1021

60021

S002I

00024

96611

88618

98611

28618

TLBTA

89674

¢

>

6cTey

9z1eI

25549
€1724

07121

S0TZN

960CH
76021
9802d
€80C1
8L02x

€L0CH
TLozTh

690cd

SS0TM
¥socy

0S0CA

¥5¢e1

Tgged

8%¢C1

TGME49_ 298010

PCR10,

e Molecule 11

31%

14%

54%

o

Chain JC

7811

T

VLTV

LT
TLTH

6914

9914
YITH

291d
1911

6GT1

LSTd

[474%!

8ETL

SETI

TE€TT

8CTL

§747

6111

L11d
9071
00TI

S6d

064

v u

L8A

84
€8A

¢

TSV
0S¥%d

LYYI

Svvh
Yovd

{444

ovvd

LEYT

9€%d

€EVD

(44741

L1%1

j45728

(4574
119

€9.0

T9LM
09,7

8G.4

674

9% LA

VLA

¢
¢
¢
¢
¢
¢
¢

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 126

968d
9681
T68A

988)
G88X

288Y

G181

LEBN

SGE8A

7180

6081

G080

S6.4

E6.LN

T6LW

98.L4

8LLH

CTLLO

0L.Q

191D
99.D

9€0TT

CEOTA

600TA

696V

9961

€964

€561

L6631

Sv61
%61

SE6M

2e6d

6261

2061
1064

CSTTH

08114

SPITI

8ETTd

9ETT

0ETTT

8CTTH

SCTTI

€CTTL
[449x"s
TCTTA

6TTTD
8TTTV

91114

YITIV

0 €60TL
T60TH

060TT
780TA

8LOTI
LLOTN

6901d
8901d

€90T1
SS0TD
TS0TT

LVOTN

SYOTL

EVOTY

<>

T121d

90ZTh

€02TD

66TTA

L6TTT

8114

POTIW

19111

8STTN

¥S11d
€GTTT

[a54%!

80¥%T1
LOVTH

70710

88€Td

08ETH

8LETN

SLETA
vLETT

LS€Td

8EETS

SEETT

6CETN
8CETT

0CETA

60€TT

90€TI

voera

66CTY

26211

£8CTY

SYSTH

2¥STd
TPSTA

¥zstd
€2¢STY

STST1
60STH
70574
COSTI
667 TH
vevIA
1671V
06711
68711
08%TA
LLVTM
9LYTA
SLyTd
YLVIM
€LYTT
SOVTL

[4°17400

2SVIS

0S¥%1S
67VTA

T%%10

6EVTT
8EYTd
LEVTI

TEVTA

8CYT1
LTYTT

SeYTT

61¥TI

9T¥TY

45431

YILID
ETLIN

70LTY

0691a

L A e

L8911
98911

08914
6L9TV

TLOTH
0,974

899TN
L99TL

TS9TT

67911

29TV

Y09TH

86STT
L6STT

€6STA

T6STH

88STHd

¥83TH

18314

TLSTT
TLSTH

B69STN
GSSTA

7SST1
€SSTT

LL8TY

€.874

L9811
63810

¥S8TH

CS8TH

0G8TL

12811

818TI

€18TI
CI8TA

908TI

£08TY

S6LTT
v6L11

06LTT

88LTL

98LT1
S8LTL

8LLT4
LLLTT

vLLTH

S9.74

SvLTd

YELIA
€ELTL

T€LTd

YTL1d

CTTLIA

LTLTIM
9TLID

¢
¢
¢
¢
¢
¢
¢
¢

€101

110248

2002N
70021

26611

S86T1

286TS

086TA

69023

S90ZN

L5021

0622A
§822a

1822Y
08zeyd

yNkadi]
9,224

YLeel
€L7%

TGME49 311880

TL2za
0,22

voces

is[aa]

F

PCR14,

08221

e Molecule 12

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 127

36%

18%

45%

Chain KA

@ 0 oo

& 4

0.L2x1

v9emn

T9¢s

v¥es
€¥CH

0¥CI

8€TA

9ETH

veed
0€Th

62CS
etaace

ST1ed

212l

902D

0LET

89€Y

S9ed

29€T1

LSEW

9ved
SveED

EVEN

0veY

8EET

GEET
veEEN

0€eT
LTEW
§2eT
(443 4
6TEX
8T€EA
L1eV

v1e1
€1ed

SOEH

1

66CA

9621

vecy
€621
ceTy
62V

8824

G§8¢CI

LCLI

SCLI

Ll

STLT

CTLD
TTLI

60LA

TGME49 311880

L0L3

%0Ld
€0LM
CO0LI

PCR14,

00LT
6694

9898
9894

2891
T8I

8L9V

e Molecule 12

9L9N

TL91

¥9ex

T92A

8GC1

EYCH

Tved
0%CI

36%

9ETH
S€Td

€€Cd

TeCd
oged
62CS
8¢cd

14%
> 00O

ST1ed

60CA

902D

49%

Chain KB

¢
¢
¢
¢
¢
¢
¢
¢

SEET

SCeT
veed

SOEH
voey
€0€A

66CA
862h

7624

(414 4

8824

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 128

€6€T
z6ed

68€)
98€T

28eY

68393

L8SL

6.ST

9LSN

€L54
TLSS

6951

L9SM

0 1988

7¥ST
€¥SA

TESD

9TSM

j£4L

cesy
T2sd
(4<):8

8154
(g5t

L0ST
90ST

€0Sa
20ST
T0S1
8674

98%d

o

8¢.Ld
LTLI
92¢.La
SCLI
120

PTLL

90LI

%0Ld
€0LM
C0LI

00LT
6694

TGME49 311880

L6994

889A

S894

T8I

8L9V

TL91

L1998

9994

Tvou
1798

TE9K

(442"

e Molecule 12

0291

6090

PCR14,

36%

17%

44%

8%

Chain KC

L2 2 2 2 & 4

L2 4

<
~
o
=}

€.2d

-§

ZETL

oezh
62CS
8¢cd
pXaan

¥12d

(4248

0oTzA

98€T

78eT
€8EH
Z8€Y

08€D

8.Led

9LEV
SLEX

89¢€Y
¥9¢eT
T9eb

09ea
B6SEA

LSEW

€5ev

EVEN
(474341

ovey

8€ET
LEEY

T€ED

veed

Teed
ozex

60D
80€T

SOEH
v0ed
€0€A
862h

€621

o um

90%0
S0%d

£0%a
0% 1

L6€0

SG6€T

€6€T

T6€T

68€X
88€d

9TSM
§2Sd

€TSA

{44t

|
0 009a
L6SY
¥634
£6SH
| ees1
1654
9854

€853
2881

i

¥.9T

L2 2 < <& R <
b
=

SY9T
¥¥ST

[4741S

¢

9€SY

0 ESA
€€SL
[A3F

0€S8a

S99H
%991
€99V

LS9A
9594

%991
€997

L1991

99U
Svod

€E9Y

& 4

429d

€291

9094

82.Ld

TGME49_ 311880

PCR14,

e Molecule 12

N

o)

™

2

®

-

R

©

<
®
(2]
-

m

=]

o=

<

=

@)

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 129

¢
¢
¢

£eey

-
o
=

A e

ST12d

€TcA
(419}

<>

0TCA
60CA
80C1

¢

A A A e s A A e L

66CA

9824

921

ST91

1}

g98ed

3

9ved

4228

oy

88¥S

78Y1

[4sigs

6LYY

S 0O <&

T8SI
6.LST
SLSI

€L54

L9SM
998V

0 0594

L¥SY
2¥Sd

9€SY

vesn

TS0

’ 0€sa

S99H

9094

1TLd

SO & 0000

STLT

g

0 TTLI

OTLN

0.3

CTOLI

A& 4

869d
1694

889A

0 5894

%891

T89KH

SO 00000 o

1,998
9991

TGME49_ 311880

e Molecule 12: PCR14,

15%

39%

13%

49%

Chain KF:

b A

>

(474

B6ETA

9€TH

2ee

L1cd
972d
§gred

21zl

60CA
80TT

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 130

aeey

i

L1EY

STED
Y1€T

gred

@ © 00O oo

v62d

(4144

062d
68CH

i

0 98zd
|
0 [4:14'1

T8N

‘ 6.LTA

0L2X

SO VOO0 oOOOO

992d

79T
€92V

i

8921

L

0S¢Zs

i

L 4

0 1921

STPT
TIvM

LOVI
9070
S0¥d
vova
€0%Q

0 20%1

1070

86€d

i

S6€T
76€T1

TLED

69€T

i

L9ET

S9€d

< &

oved

EVEN

>

TEEN

0€ET
6zed

LTEN

< oo o

9€SY

[aacty

@ & 0o o

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

0%ST

<>

@ V0000

8891

7891

6.L9S

8598

SGEIN

129d

0 60LA

10,3

€0LM

N
3
N

o

o0

o0

—

i

3_

D

<t

m

M *

T 5

=

=

—

ot

O g

A &

&

—

° .

— @)

m 2

2 g

M <
=

° (@)

<> &

0 N
~ N
o o
":. '-I_

100000000000

>

LyCT

vves
6ETH

8€Cd
LETA

L1

TTen
0TTA

COPOPO V0909009000 OGO & O O o o

1

8021

OS> SO

€8T

0.L24

L921

(4145

i

6521
8521

L

0SZS

8¥cy

—

457

i

€07a

< <

L6€D

1

98€T

i

¥8eT
€8EH

T8EN

3

LLET

SLEX
vLev

0 89€4

L9€1

LSEN

cGeN

T¥SA

9€SY

0 {445t

Tead

008d
6670

¢

1

©® O & 0O 900000

68V

98%d

OO & & oo

<

.94

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 131

0 TTLA

1Tl
0TLT

0 61,3

YTLL

i

60LA

10,3

>

869d

8891

1,94

6990

e & & 00000

Y991

EVOM

SOOe> OO o

SEIN

OO0

TGME49 202120

e Molecule 13: ICAP16,

86%

12%

Chain LA:

COOPPOPPPPPPO 900 90090000 o0 o
3
)

0 6974

89VH

S9PI

s1vE
v
€17a
|
0¥

T071

8684

|
S6€1
76eD

78eT

08EN

amm>
wumq

Humz

oﬁmH
om¢z
mw¢¢

Hw¢m
owva

aﬁvh

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 132

TGME49 202120

e Molecule 13: ICAP16,

Chain LB:

86%

13%

@ OO O V0909090 GO G090 O OO O S0

9G€T

o

CEST
§¢ss
0251

2578
€191

00Sb
L6771
067N
9874
8%
[454]

T9%A
09%4

L0%Y4
¥0v1
08EN
9.€4

0LEW

O

R LDWIDE
PROTEIN DATA BANK

W



Page 133 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

Q
o
=
=

—
Q

12% 88%

@  © 0O oo o @ 0O 0O o o

a3

V336
K340
L1356
N364
V367

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢

[
©
A
)



Page 134 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120




Page 135 wwPDB EM Validation Summary Report EMD-72716, 9YAO

SO 0O o @  © 0O 90000000

1356
i
N364
i
V367
i
370
i
va73

A L

E481
| 1482
R483
i
R486
i
1489
i
V531

[

=
)

5}
(@]

=
@

—_
by
—
Q
=
’—U
—_
D
=
P!
=
=
e~
Nej
DO
=
DO
—_
DO
(e

Y

| S
9% 89%

Q
5
=
=)

—
3!

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 136

L o 2 2

€evY

0EPN
L2%d
14700}
(447l
9T%Yd

eTvd

e & 0O oo

€8€D

i

08EW

1280

OO0

9€SN

€ESY
CEST

0E€SA
€253
TZSN

L1S1
9TS8A

€191
COSH
L6YT
L8V

€874
28%'1

08w

SLY1

eLvN
cLYD
TLVL

L9%0

TGME49 202120

e Molecule 13: ICAP16,

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 137

89%

10%

Chain LF:

S 0O

TEVT
0ETN

8CA
LThd

STV

€TVh
[447]

0€SA

LZSA

-

8188
181
918N
|
c1sy
|
6053
|
€054
|
68v1
i
28y
|
6174
|
aL¥1
|
zovh

YA

OOV PPPP0PPPPPPPPPPOOOGO O o o

O

R LDWIDE
PROTEIN DATA BANK

W



Page 138 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

Q
o
=
=

—
()

96%

¢
| ¢

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 139 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

Q
o
=
=

=
T
3

L497
|

Q506
i

K515
i
R522
E523
|
1532

I510
Q511
R512

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 140

TGME49 202120

e Molecule 13: ICAP16,

86%

11%

Chain LI:

@ OO P00 O G900 O O OO OO o

2 2 2

R LDWIDE

L2 4

09%4

157D

CEVL
6cvd
£Tvh
215721
ST9d
¥0¥1
1091
8684
S6€T
T6EV
88€1
¥8€1
08EN
SLeT

CTLEL

¥esd

CEST

0ESA

LTS

W

§2ss
i44°)!
€294

YISk

L

0TSI

O

PROTEIN DATA BANK



Page 141 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

Q
=
=
=

—
[

1% . 86%



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 142

@ © OO GO PPO GO G900 00 O O o o

S o oo

o oo

8C¥A
Levd
92¥d
1478
vyl
4]
[44740]

61¥S

L1971

L

(0]572:8

L0%Yd
9070

£0%S

10T

86€Y

S6€T
v6€D

78eT1

6.LEN

9.€4

TESA

629d
8¢S9d
LTSA
9281
§¢ss

sy
TZSN

6158
8154

STSY
174578
€197T
0TSI

L0894
9050

€0SA
00sb
6871
78¥A
28¥1
TLYL
L9%0

y9%a

[434]
TovA
09%4
6SPV

2590

iz

TGME49 202120

e Molecule 13: ICAP16,

88%

1%

o

Chain LK:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 143

@  © 00O o0 o

eliohl
vsed

OO & 0O oo

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

O

R LDWIDE
PROTEIN DATA BANK

W



Page 144 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

Q
=
2.
B

—
=

1% 88%

< O & o o

Q@D @ @ 9000909090909 9009090990090 P 9909090900000

-
o
Ny
=

T372
V373

1375
R376

N353
R354
E378
K379

L350
| K355 |
L356
i
M370
o s8TL
| M380 |
L381

K501
|

Q511
R512
R522
E523
V530

R486
M487

Vg4
| s485

)
=}
=
[
o
4
o
m

(3
I‘I
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 145 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

e
7% . 92%

Q
=
e,
=]

—
=

e & & o o

N353
R354
K355

|
H359

|
Q377
E378

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
V336

V421
K425

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 146 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

e
7% - 92%

Q
=
=
=)

—
Z,

¢
¢

Y349
L350

¢
¢
¢
V336
*0
K340
*0
*0
R354
|
L360
|
T372
|
1375
I!!!!!!I
|
T387
|
E392

COPOPPPPPPPPOO V0000090000000
g

1395 ’
¢
¢

L417

V428
L43

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 147 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 13: ICAP16, TGME49 202120

L
7% - 92%

Q
o
=
=

—
o

© © GO0 & GO GO GO OO SO O oo

OO PPPP0PP000O0OOOOS

|
R407
i

E413
Na14
i

K418

s371
|
H374
i
Q377
E378
| Ka79

M380
L381
I
L384
T385
1
D399
|

L424

L402
5403
L404



Page 148 wwPDB EM Validation Summary Report EMD-72716, 9YAO

[ ]
=
Q
)
(@]
=
@
—_
w
[a—
Q
=
’—U
—_
D
=
P
=
=
e~
Nej
DO
e
[}
—_
DO
o

Y

L
7% - 92%

Q
=
=
=

r!
&



Page 149 wwPDB EM Validation Summary Report EMD-72716, 9YAO

Q@S © & VP00 GO GO GO 90O O O %0

3
2
o 4 R A A e aaaa
& b

L350

|
Q377
|
1384
|
E392
|
1395
|
|
L401
|
K410
|
E413
|
L417
|
E420
V421

R398

H374

e Molecule 14: PCR12, TGME49 219070

Chain MA: =~ 95%



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 150

S623

(414 4

S82H

€82h

Lleh

€L21

9928
¥921

8921

1821

LyT1

€¥TAh

0%2T

felorace

€ee1

eeeyd

6121

4548

TICH

€020

Lesy
9zeT
[ seed |
veeu
|
ozey
|
LTeL
91D
|
erey
|
ey
|
1081

L62A

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Page 151 wwPDB EM Validation Summary Report EMD-72716, 9YAO




EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 152

TGME49_ 219070

e Molecule 14: PCR12,

96%

Chain MB: "~

6GCH

LS9eH

¥9CI

08y
6¥vcd
8¥%CS

9¥CN

6€2d

LETY

0€ZA

Lzed

8121

4548

0721

€020

0€ET

€zed

T0€T

L62A

vecy

8.Ltd

O

R LDWIDE
PROTEIN DATA BANK

W



Page 153 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 154 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 14: PCR12, TGME49 219070

Chain MC: ~ 97%

593
194
895

D96

i
K102

i
L122

i
1126

Ao 2 S 0o

F173
|
V178

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 155 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 156 wwPDB EM Validation Summary Report EMD-72716, 9YAO

o

@

a

o

@

—_
Q
j=v)
—_
DN
Q
Ne}
N}
—_
Ne}
]
3
e}

[ ]

=
o
g,
—
=
td
g

|

Y

Q
5
e
=
=
<



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 157

8ETT

9211

(4991

74958

O

R LDWIDE
PROTEIN DATA BANK

W



Page 158 wwPDB EM Validation Summary Report EMD-72716, 9YAO




EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 159

TGME49_ 219070

e Molecule 14: PCR12,

95%

Chain ME:

28ClL

€LTL

1921

%921

T92d

89¢I
¥9CI
€g9cd
[A{AN
6¥cd

8ETL

9€TH
S€Ta

€E€TT
0€zA

PXéds]

SCTA

€gey

L12N

TIZH

92€eT
[ sged |
vzed
[ezed |
CTEN
TCey
0Zed
|
91€D
STEM
[ ores
€1ey
|
TOET
|
L6TA
|
1621
|
88TS

S82H

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Page 160 wwPDB EM Validation Summary Report EMD-72716, 9YAO




EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 161

TGME49_ 219070

e Molecule 14: PCR12,

96%

Chain MF: 7.

€82h

8.2d

85¢CI
L52x

¥se1

€V

0€zA

PXéds]

8121

07121

€EET
0€ET
92€eT

veed
€zed

0ozeyd

91ed
STEM

€T€Y

T1€I
0T€S

80€d

T0€T

L6TA

e Cract
6TV

(444

0624

18TV

O

R LDWIDE
PROTEIN DATA BANK

W



Page 162 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 163 wwPDB EM Validation Summary Report EMD-72716, 9YAO

o

@

a

o

@

—_
Q
j=v)
—_
DN
Q
Ne}
N}
—_
Ne}
]
3
e}

[ ]

=
o
g,
—
=
td
g

|

Y

Q
5
e
=
=
Q



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 164

o & 2

€LTd

O

R LDWIDE
PROTEIN DATA BANK

W



Page 165 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 166 wwPDB EM Validation Summary Report EMD-72716, 9YAO

@)

)

(@}

o

D

—_
o
Q
=
—_
[\
D
B
Ne)
Ne)
(@)
\]
(@)

[

=
e
—
=
™

|

[\
—_

Y

Q
=
=
=)

=
T

98%

K99
I
K102
I
vi13
|
A139

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 167 wwPDB EM Validation Summary Report EMD-72716, 9YAO




EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 168

TGME49_ 219070

e Molecule 14: PCRI12,

95%

Chain MI: ="

862N
vecy
98¢y
7821
€82h
08Ty
LLTA
€LTL
892K

S92s

z9ed

6GCH
LyTT

474\
o

9ecH
€€q1
62ch

SCTA

€cey

TIZH

O

R LDWIDE
PROTEIN DATA BANK

W



Page 169 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 170 wwPDB EM Validation Summary Report EMD-72716, 9YAO

e Molecule 14: PCR12, TGME49 219070

Chain MJ: =~ 96%



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 171

6GCH

L9eH

%921
fierac

15271

6¥vca

9%CN

€veH

0ECZA

Lzed

geeyd

81C1

0121

02T

€zed

O

R LDWIDE
PROTEIN DATA BANK

W



Page 172 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 173 wwPDB EM Validation Summary Report EMD-72716, 9YAO

o

@

(@]

==

©]

—
>~
Q
=
—
[\]
H
P
t
e~
Ne)
[\
—
e
(a=)
-
o

[ ]
=
'?u
=
I

Y

Q
o
=
=

=
~

97%

180
[
188
| HBY
490
|
s93
L94
895
D96
I
K104
1105
Q106 |
5107

Ao o o o g

‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ F173

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 174 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 175 wwPDB EM Validation Summary Report EMD-72716, 9YAO

=
Q
=
P
©
©
S
\]
=

[ ]
=
)
o
@]
o
—
>
g
—
[\]
H
=
t
=~
I

[\]
—

)

Q
o
=
=

=
=

98%

G4
P85
i
K104
i
V113
i
R140
i
R144

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 176 wwPDB EM Validation Summary Report EMD-72716, 9YAO




Page 177 wwPDB EM Validation Summary Report EMD-72716, 9YAO

o
1)
o
c
19
o
<
o)
w0
)
©
)
o
S

[

=
—_
=)

E.
=
H
=
=
e~

|

[N}
—_
DO

’

Q
5
=
=)

Z,
=

26% 10% 64%

)
=}
=
[
o
4
o
m

(3
1
g
w

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 178

Camw
N 1 Covn

8ChY 6€5D

1893
T9EA | |
6284
1S€0 | |
0zsy
$ged | |
STSV
18£8 | |
0sgd (A2
6vEH 11871

17E1 8099
9%ES | |
£091

EVEA

T6vd
06%A

9874

£87A

TLYK
0LYY

SYPI
44

(g8

3

feisieic

1954

6791
8¥Sd
L%Sd

OO0 & o

S¥SA

(4748
TYSW

6CLA

SCLI

o
‘ 90LA
o
¢

L,€9d

. 4

0 8181

z18Y
0 8081
|

S08V

€081

0 T08Y
0 008S

66.L1

€6.LL

89,3

SS.I
¥5Ld

6¥.Ld
8¥.LY

SPLL

L1
TPLI

6ELH

LELd

SE€LH

€ELA

7681

0684

e & o

8884

G881
788}
€881

7881

8181
1180

%280

0484
6984

1984
9981

7984

o

65871
8581

9661

€861

T964

8564
7564
0S6A
LY6N

9%6T
G764

€764

61
0¥6X

LEBW
€61
TEBM
ozed

€260
2T61

0 816Y
LT6W
9161
ST6A
$161

1164
0164

8064

7064

CTEOTA

c¢zota

8T0Th

ST0TV

800TS

S00TA
70014

06TTI
68TT4

L8T1D
0811d
69114
2911d
98111
SST13a
75110

(A axc

TETTT

¢

TCTIN
0CTTA

TT17d

SOTTH
v011d

L6TTY

S6TTS

€6TTA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 179

b & 4

€CYTT
TTYTA

TT911

60%TA
80%TL
LOYTI
T6ETT
98ETH

C8ETA

CTETA
TCETM

8¢STS

9CSTI

¥Ts1d

81STd

60STY
80574

9081y

€0ST4d

00STM

86714

€6VTA

067 T

88%TY
L8%14

6.L%1d

9LYTT

CLYTA

0LYTd

[4s3413]
TOVTA

9G¥Td

j4442

a2

(474745

0SSTH

9¥STA

ZHST1

i

6ESTL

LESTH
9€5Th

vesta
EESTH

TEST

e Molecule 15: myosin L, TGME49 291020

O

R LDWIDE
PROTEIN DATA BANK

W



Page 180 wwPDB EM Validation Summary Report EMD-72716, 9YAO

A & 4 <>

<> e O oo
2
e e A R R e g 22l

OO0
2 -

OO PPPPPPO VP00 P90 990909099099099099099999999999999999999%99%99%9%9%9 90
‘—d v—l N N N Q‘ Q‘

OO0 P00 I OO0 P00 0009000090900 0000000000000

D467
A470
L481
P491

E533

P548

R551
L605
A608

Y619
Y621
D627
A629
Q647
N648
R650
1666
T667

4683
F685
N686
N689
Y690

2 S
© ~

OOV PPPP0P0 9009000090900 0900909909909 9909909909909999999999599%999%9%99%9%99%99%9990

-F. I .
©
=1

=3 ©
@D ©
~ ~
=3 o

COOPPPPPPPPPPPPPPPPPPPPOOOOPOOS OO0
g _

900000000000 000000000000000000000000000000000000000000000000
23 2 2383 883 2
8 & 2 £ 8 2

s
-
oo}
H

- ® © ©
o o o o
0 0 @ 0
< — a -

- o
-

=
82

1818

0
=

COOPPPPPPPPPPPPP P00 P00 P0O0POOGO G000 @® © © VGO9S 9000000

Tel <
N o0
x (>
~ =

(NI
[\
a
- A

<

© ©
- —

i)
=1

~
— —
QO
H = o<

RO11
T912
V915

WORLDWIDE

PD

PROTEIN DATA BANK



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 181

9€0TT

PO VOV PPPPPOOO 900000000

<* @

i

©
o
o
—
©n

©
D
[
=

COPPPPPPPPOO G000 OO 00 G000

OO PPPPPPPPPPP P00 P0009090P0 0999909909909 9099099099999999999%99099%99% 290990

o
o)
o
-
£

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

2911d

09TT1

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢

88TTH

08TTa

ELTTI
CTLITT

+

0 89TTh

¢

SOTTA

+IN

s o 4

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

114244

0 8OVTL

CISTH
1187

SOSTV

COSTL

6671V

T6%Td

88714

8LY11

SLyTd

eLv1Yd
TLYTH

TL7TH

L9PTT

@ 0O & 00 o o

YN

(44458

SGSTA

¢
$ o

0 2SSTI

¢
¢

TTSTH

81STYd

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72716, 9YAO

wwPDB EM Validation Summary Report

Page 182

e Molecule 15: myosin L, TGME49 291020
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e Molecule 15: myosin L, TGME49 291020
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e Molecule 18: MLC4, TGME49 294390
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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 131707 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope TFS KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 50 Depositor
Minimum defocus (nm) 5000 Depositor
Maximum defocus (nm) 25000 Depositor
Magnification Not provided
Image detector GATAN K3 BIOQUANTUM (6k x 4k) Depositor
Maximum map value 2.073 Depositor
Minimum map value 0.000 Depositor
Average map value 0.003 Depositor
Map value standard deviation 0.039 Depositor
Recommended contour level 0.02 Depositor
Map size (A) 686.08, 686.08, 686.08 wwPDB
Map dimensions 512, 512, 512 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.34, 1.34, 1.34 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 | ¢ o7 #|Z| >5 RMSZ #|Z| >5
1 AA 0.24 1/6682 (0.0%) 0.65 5/9057 (0.1%)
1 AD 0.22 0/6958 0.58 0/9433
1 AE 0.24 0/6682 0.67 4/9057 (0.0%)
1 AH 0.22 0/6958 0.59 3/9433 (0.0%)
1 Al 0.24 0/6682 0.64 3/9057 (0.0%)
1 AL 0.23 0/6958 0.57 0/9433
2 AB 0.34 1/3898 (0.0%) 0.66 4/5265 (0.1%)
2 AC 0.20 0/3926 0.51 0/5305
2 AF 0.25 0/3898 0.65 3/5265 (0.1%)
2 AG 0.21 0/3926 0.54 0/5305
2 AJ 0.23 0/3892 0.60 2/5258 (0.0%)
2 AK 0.22 0/3926 0.57 1/5305 (0.0%)
3 BA 0.22 0/2777 0.60 0/3759
3 BB 0.23 0/2777 0.62 0/3759
3 BC 0.22 0/2777 0.64 0/3759
3 CA 0.23 0/2762 0.60 1/3738 (0.0%)
3 CB 0.23 0/2762 0.62 0/3738
3 cC 0.22 0/2762 0.61 1/3738 (0.0%)
3 CE 0.24 0/1921 0.66 0/2628
3 CF 0.28 0/1921 0.74 0/2628
3 CG 0.32 0/1921 0.74 0/2628
3 CI 0.23 0/2062 0.68 0/2816
3 CJ 0.25 0/2062 0.67 1/2816 (0.0%)
3 CL 0.24 0/2062 0.69 0/2816
4 DA 0.27 0/2795 0.74 6/3763 (0.2%)
4 DB 0.25 0/2795 0.70 2/3763 (0.1%)
4 DC 0.26 0/2795 0.73 2/3763 (0.1%)
4 DD 0.23 0/2672 0.63 3/3600 (0.1%)
4 DE 0.24 0/2672 0.69 3/3600 (0.1%)
4 DF 0.25 0/2672 0.68 0/3600
5 EA 0.24 0/10890 0.64 2/14730 (0.0%)
5 EB 0.28 0/10890 0.66 4/14730 (0.0%)
5 EC 0.28 0/10886 0.67 7/14726 (0.0%)
6 FA 0.39 0/4286 0.77 2/5798 (0.0%)
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. Bond lengths Bond angles

Mol | Chain | ¢\ o7 #|Z| >5 RMSZ #|Z| >5
6 FB 0.34 0/4286 0.70 0/5798
6 FC 0.57 0/4286 0.89 1/5798 (0.0%)
6 FD 0.98 0/3323 1.16 4/4521 (0.1%)
6 FE 0.98 0/3329 1.12 3/4528 (0.1%)
6 FF 0.98 0/3245 1.11 2/4410 (0.0%)
7 GA 0.25 0/6456 0.59 10/8779 (0.1%)
7 GC 0.25 1/6087 (0.0%) 0.61 0/8272
7 GE 0.24 0/6087 0.62 0/8272
7 GG 0.24 0/6456 0.61 11/8779 (0.1%)
7 GI 0.24 0/6087 0.64 0/8272
7 GK 0.23 0/6456 0.58 9/8779 (0.1%)
8 GB 0.23 0/6087 0.61 3/8257 (0.0%)
8 GD 0.23 0/6087 0.61 1/8257 (0.0%)
8 GF 0.19 0/6301 0.52 2/8556 (0.0%)
8 GH 0.24 0/5913 0.66 5/8019 (0.1%)
8 GJ 0.21 0/6301 0.55 0/8556
8 GL 0.21 0/6301 0.59 3/8556 (0.0%)
9 HA 0.67 3/3439 (0.1%) 0.95 7/4668 (0.1%)
9 HB 0.66 1/3439 (0.0%) 0.93 9/4668 (0.2%)
9 HC 0.27 0/2345 0.73 7/3182 (0.2%)
9 HD 1.11 1/1094 (0.1%) 1.24 0/1486
10 IA 0.22 0/9289 0.59 6/12571 (0.0%)
10 IB 0.22 0/9289 0.61 6/12571 (0.0%)
10 IC 0.22 1/9289 (0.0%) 0.60 4/12571 (0.0%)
11 JA 0.25 0/12997 0.67 16/17611 (0.1%)
11 JB 0.23 0/12997 0.66 18/17611 (0.1%)
11 JC 0.24 0/12997 0.68 9/17611 (0.1%)
12 KA 0.29 0/3752 0.83 5/5093 (0.1%)
12 KB 0.29 0/3752 0.79 2/5093 (0.0%)
12 KC 0.39 0/3746 0.90 7/5086 (0.1%)
12 KE 0.18 0/3616 0.52 0/4901
12 KF 0.18 0/3616 0.49 0/4901
12 KG 0.20 0/3616 0.55 0/4901
13 LA 0.18 0/1524 0.51 1,/2040 (0.0%)
13 LB 0.17 0/1536 0.51 0/2055
13 LC 0.18 0/1318 0.47 0/1763
13 LD 0.16 0/1310 0.51 0/1753
13 LE 0.24 0/1195 0.70 5/1598 (0.3%)
13 LF 0.22 0/1202 0.66 3/1606 (0.2%)
13 LG 0.21 0/464 0.53 0/623
13 LH 0.22 0/451 0.70 0/605
13 LI 0.38 0/1524 0.77 2/2040 (0.1%)
13 LJ 0.26 0/1536 0.74 3/2055 (0.1%)
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #|Z| >5 RMSZ #|Z| >5
13 | LK | 0.15 0,/1326 0.50 0/1774
13 | LL | 02l 0/1310 0.58 1/1753 (0.1%)
13 | LM | 0.16 0,/862 0.50 0/1151
13 | LN | 017 0,/859 0.55 0/1148
13 | LO | 0.16 0/844 0.55 0/1127
13 | LP | 0.18 0,/885 0.56 0/1183
14 | MA | 027 0/1144 0.80 | 2/1541 (0.1%)
14 | MB | 0.24 0/981 0.72 1/1315 (0.1%)
14 | MC | 017 0/601 0.51 0/807
14 | MD | 0.16 0/527 0.40 0/703
14 | ME | 0.30 0/1144 0.85 2/1541 (0.1%)
14 | MF | 027 0/981 0.83 1/1315 (0.1%)
14 | MG | 02l 0/601 0.59 0/807
14 | MH | 017 0/527 0.52 0/703
14 | MI | 026 0/1144 0.78 0,/1541
14 | MJ | 032 0/981 0.88 | 3/1315 (0.2%)
14 | MK | 0.8 0/601 0.51 0/807
14 | ML | 0.30 0/527 0.61 0/703
15 | NA | 027 0,/7422 0.71 | 9/10053 (0.1%)
15 | NB | 024 0/7422 0.64 | 4/10053 (0.0%)
15 | NC | 0.28 0/7422 0.74 | 6/10053 (0.1%)
15 | ND | 027 0/7422 0.72 | 17/10053 (0.2%)
16 | OA | 0.24 0/3570 0.69 | 4/4821 (0.1%)
16 | OB | 0.24 0/3570 0.70 | 3/4821 (0.1%)
16 | OC | 025 0/3570 0.72 | 4/4821 (0.1%)
17 | PA | 0.26 0/831 0.74 | 2/1127 (0.2%)
17 | PB | 0.28 0/831 0.77 | 2/1127 (0.2%)
17 | PC | 025 0/831 0.69 0/1127
18 | QA | 022 0/1151 0.59 0/1548
18 | QB | 0.20 0/1151 0.52 0/1548
18 | QC | o2l 0/1151 0.58 0/1548
18 | QD | 025 0/1151 0.59 0/1548
19 | RA | 0.28 0/1163 0.71 0/1573
19 | RB | 0.22 0/1163 0.63 0/1573
19 | RC | 0.24 0/1163 0.65 0/1573
19 | RD | 027 0/1163 0.86 | 7/1573 (0.4%)
20 | SA | 025 0/1146 0.65 0,/1536
20 | SB | 0.19 0/1146 0.56 1/1536 (0.1%)
20 | SC | 023 0/1146 0.65 0,/1536
20 | SD | 0.23 0/1146 0.64 0/1536
Al | ALl | 031 |9/423302 (0.0%) | 0.67 | 292/573059 (0.1%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
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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.

<
2

Chain | #Chirality outliers | #Planarity outliers
AA 0 3
AE
Al
AL
AB
AC
AK
BC
CB
cC
CF
CG
CL
DC
DD
EA
EB
EC
FA
FB
FC
FD
FE
FF
GA
GC
GE
GG
GI
GK
GB
GD
GF
GH
GJ
GL
HA
HB
HC
HD

WO || O = =] = =D = =] =] = = DN Lo Ot

O OO O| 0000|0000 J|J| OO O O Y b [ | W W[ W W W W NN N~
O OO OO OO OO O OO OO OO OO OO O OO OO OO OO OO O OO OO O O O
—
w

QYN | 0| [ IO R | &[T —| 0|~

Continued on next page...
WO RLDWIDE

PROTEIN DATA BANK



Page 206

wwPDB EM Validation Summary Report

EMD-72716, 9YAO

Continued from previous page...

Mol | Chain | #Chirality outliers | #Planarity outliers
10 IA 0 2
10 IB 0 1
10 IC 0 1
11 JA 0 10
11 JB 0 7
11 JC 0 10
12 KA 0 5
12 KB 0 4
12 KC 0 5
12 KE 0 1
12 KF 0 1
12 KG 0 2
13 LE 0 4
13 LF 0 1
13 LI 0 3
13 LJ 0 2
13 LO 0 1
14 MC 0 1
14 ME 0 3
14 MG 0 1
14 MI 0 2
14 MJ 0 2
14 MK 0 1
15 NA 0 5
15 NB 0 5
15 NC 0 10
15 ND 0 7
16 OA 0 3
16 OB 0 2
16 0oC 0 1
17 PB 0 1
18 QB 0 1
18 QC 0 1
19 RA 0 1
19 RB 0 1
19 RD 0 4
20 SB 0 1
All All 0 325

The worst 5 of 9 bond length outliers are listed below:

Continued on next page...
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| Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A) |

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 AB 415 | HIS C-0 8.28 1.33 1.24
9 HA 749 | ASN C-O |6.18 1.31 1.24
9 HB 749 | ASN C-0O 6.12 1.31 1.24
9 HD 749 | ASN C-O0 5.95 1.31 1.24
1 AA 714 | PHE | CA-C | 5.84 1.60 1.52

The worst 5 of 292 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(°)
19 RD 141 | LEU | CA-CB-CG | 10.66 153.62 116.30
19 RD 141 | LEU | CB-CA-C | 9.90 130.13 110.42
7 GK 546 | SER N-CA-C 9.12 121.58 110.91
7 GA 543 | LYS N-CA-C 8.84 129.34 109.81
7 GG 543 | LYS N-CA-C 8.81 129.28 109.81

There are no chirality outliers.

5 of 325 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 AA 136 | PHE | Peptide
1 AA 715 | LEU | Peptide
1 AA 897 | PRO | Peptide
2
2

AB 207 | GLU | Peptide
AB 295 | PHE | Peptide

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 AA 6540 0 6548 95 0
1 AD 6810 0 6785 85 0
1 AE 6540 0 6548 107 0
1 AH 6810 0 6785 81 0
1 Al 6540 0 6548 91 0
1 AL 6810 0 6785 84 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
2 AB 3821 0 3771 71 0
2 AC 3847 0 3808 65 0
2 AF 3821 0 3771 61 0
2 AG 3847 0 3808 61 0
2 AJ 3815 0 3760 43 0
2 AK 3847 0 3808 56 0
3 BA 2727 0 2744 42 0
3 BB 2727 0 2744 37 0
3 BC 2727 0 2744 33 0
3 CA 2712 0 2724 24 0
3 CB 2712 0 2724 29 0
3 CC 2712 0 2724 30 0
3 CE 1874 0 1903 32 0
3 CF 1874 0 1903 29 0
3 CG 1874 0 1903 33 0
3 CI 2012 0 2046 31 0
3 CJ 2012 0 2046 40 0
3 CL 2012 0 2046 32 0
4 DA 2753 0 2847 60 0
4 DB 2753 0 2847 57 0
4 DC 2753 0 2847 58 0
4 DD 2631 0 2743 40 0
4 DE 2631 0 2743 45 0
4 DF 2631 0 2743 39 0
5 EA 10670 0 10838 157 0
) EB 10670 0 10838 169 0
5 EC 10666 0 10827 146 0
6 FA 4210 0 4162 97 0
6 FB 4210 0 4162 72 0
6 FC 4210 0 4162 136 0
6 FD 3255 0 3343 295 0
6 FE 3261 0 3354 271 0
6 FF 3182 0 3272 236 0
7 GA 6320 0 6301 101 0
7 GC 5960 0 5962 130 0
7 GE 5960 0 5962 113 0
7 GG 6320 0 6301 102 0
7 GI 5960 0 5962 123 0
7 GK 6320 0 6301 78 0
8 GB 5949 0 5884 85 0
8 GD 5949 0 o884 84 0
8 GF 6155 0 6082 83 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
8 GH o781 0 5723 114 0
8 GJ 6155 0 6081 68 0
8 GL 6155 0 6082 97 0
9 HA 3361 0 3225 143 0
9 HB 3361 0 3225 153 0
9 HC 2288 0 2172 45 0
9 HD 1073 0 1053 59 0
10 IA 9113 0 9248 120 0
10 IB 9113 0 9248 139 0
10 IC 9113 0 9248 134 0
11 JA 12718 0 12853 190 0
11 JB 12718 0 12853 168 0
11 JC 12718 0 12853 201 0
12 KA 3674 0 3771 97 0
12 KB 3674 0 3771 73 0
12 KC 3668 0 3760 101 0
12 KE 3544 0 3640 95 0
12 KF 3544 0 3640 53 0
12 KG 3544 0 3640 41 0
13 LA 1516 0 1551 30 0
13 LB 1529 0 1573 18 0
13 LC 1312 0 1352 6 0
13 LD 1304 0 1350 9 0
13 LE 1190 0 1235 34 0
13 LF 1198 0 1247 19 0
13 LG 461 0 486 2 0
13 LH 448 0 475 8 0
13 LI 1516 0 1551 35 0
13 LJ 1529 0 1573 43 0
13 LK 1320 0 1363 16 0
13 LL 1304 0 1350 18 0
13 LM 859 0 877 10 0
13 LN 856 0 875 10 0
13 LO 841 0 850 11 0
13 LP 882 0 901 10 0
14 MA 1132 0 1134 24 0
14 MB 976 0 982 15 0
14 MC 594 0 593 6 0
14 MD 521 0 017 7 0
14 ME 1132 0 1134 27 0
14 MF 976 0 982 23 0
14 MG 094 0 293 7 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
14 MH 521 0 017 4 0
14 MI 1132 0 1135 22 0
14 MJ 976 0 983 28 0
14 MK 594 0 993 5 0
14 ML 521 0 017 7 0
15 NA 7263 0 7230 177 0
15 NB 7263 0 7230 161 0
15 NC 7263 0 7230 190 0
15 ND 7263 0 7230 155 0
16 OA 3510 0 3532 95 0
16 OB 3510 0 3532 99 0
16 OC 3510 0 3532 20 0
17 PA 807 0 769 23 0
17 PB 807 0 769 18 0
17 PC 807 0 769 21 0
18 QA 1129 0 1127 12 0
18 QB 1129 0 1127 18 0
18 QC 1129 0 1127 16 0
18 QD 1129 0 1127 19 0
19 RA 1143 0 1133 33 0
19 RB 1143 0 1133 16 0
19 RC 1143 0 1133 19 0
19 RD 1143 0 1133 27 0
20 SA 1134 0 1074 12 0
20 SB 1134 0 1074 14 0
20 SC 1134 0 1074 12 0
20 SD 1134 0 1074 11 0
All All 415078 0 416877 6651 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 8.

The worst 5 of 6651 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)
6:FD:1002:ALA:HB3 | 6:FD:1010:ARG:NH1 1.37 1.36
6:FD:803:ARG:CG 6:FD:1118:GLN:HG3 1.76 1.14
6:FD:1002:ALA:CB | 6:FD:1010:ARG:HH11 1.60 1.14
9:HB:776:PRO:HA 13:LE:521:ASN:HD21 1.09 1.13
6:FD:803:ARG:HG2 | 6:FD:1118:GLN:HE21 1.10 1.11
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There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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 AA 817/1073 (76%) 730 (89%) 81 (10%) 6 (1%) 19 54
1 AD 851/1073 (79%) 782 (92%) 64 (8%) 5 (1%) 22 56
1 AE 817/1073 (76%) 731 (90%) 82 (10%) 4 (0%) 25 59
1 AH 851/1073 (79%) 781 (92%) 65 (8%) 5 (1%) 22 56
1 Al 817/1073 (76%) 725 (89%) 88 (11%) 4 (0%) 25 59
1 AL 851/1073 (79%) 779 (92%) 65 (8%) 7 (1%) 16| 51
2 AB 465,603 (T7%) 406 (87%) | 53 (11%) | 6 (1%) | |10 42
2 AC 471/603 (78%) 439 (93%) 30 (6%) 2 (0%) 30 63
2 AF 465/603 (77%) 411 (88%) 50 (11%) 4 (1%) 147 49
2 AG 471/603 (78%) 427 (91%) 43 (9%) 1 (0%) 44 174
2 AJ 465/603 (77%) 417 (90%) 46 (10%) 2 (0%) 30 63
2 AK 471/603 (78%) 427 (91%) 42 (9%) 2 (0%) 30 63
3 BA 344/5051 (7%) 313 (91%) 30 (9%) 1 (0%) 37 68
3 BB 344/5051 (7%) 308 (90%) 35 (10%) 1 (0%) 37 68
3 BC 344/5051 (7%) 312 (91%) 31 (9%) 1 (0%) 37 68
3 CA 342/5051 (7%) 313 (92%) 29 (8%) 0 100 § § 100
3 CB 342/5051 (7%) 312 (91%) 29 (8%) 1 (0%) 37 68
3 cC 342/5051 (7%) 306 (90%) 35 (10%) 1 (0%) 37 68
3 CE 238/5051 (5%) 195 (82%) 42 (18%) 1 (0%) 30 63
3 CF 238/5051 (5%) 188 (79%) 48 (20%) 2 (1%) 16| 51
3 CG 238/5051 (5%) 190 (80%) 43 (18%) 5 (2%) 50 33
3 CI 255/5051 (5%) 228 (89%) 24 (9%) 3 (1%) 111 44

Continued on next page...
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
3 CJ 255/5051 (5%) 224 (88%) | 28 (11%) | 3 (1%) 44
3 CL 255/5051 (5%) 222 (87%) | 30 (12%) | 3 (1%) 44
4 DA 343/505 (68%) 317 (92%) 21 (6%) 5 (2%) 8] 39
4 DB 343/505 (68%) 322 (94%) 16 (5%) 5 (2%) 8| 39
4 DC 343/505 (68%) 318 (93%) 22 (6%) 3 (1%) 14 49
4 DD 328/505 (65%) 317 (97%) 11 (3%) 0 100 J 100
4 DE 328/505 (65%) 316 (96%) 12 (4%) 0 100 | 100
4 DF 328/505 (65%) 316 (96%) 11 (3%) 1 (0%) 37 68
5 EA 1333/4956 (27%) | 1186 (89%) | 130 (10%) | 17 (1%) 42
5 EB 1333/4956 (27%) | 1175 (88%) | 142 (11%) | 16 (1%) 44
5 EC 1333/4956 (27%) | 1168 (88%) | 151 (11%) | 14 (1%) 12 46
6 FA 529/2777 (19%) 484 (92%) | 42 (8%) 3 (1%) 22| 56
6 FB 529/2777 (19%) 477 (90%) | 50 (10%) | 2 (0%) 30 63
6 FC 529/2777 (19%) 472 (89%) | 53 (10%) | 4 (1%) 161 51
6 FD 409/2777 (15%) 236 (58%) | 112 (27%) | 61 (15%) 0]
6 FE 409/2777 (15%) 214 (52%) | 133 (32%) | 62 (15%) ml
6 FF 397/2777 (14%) 215 (54%) | 137 (34%) | 45 (11%) 0]
7 GA 835/1019 (82%) 784 (94%) | 47 (6%) 4 (0%) 25 59
7 GC 775/1019 (76%) 712 (92%) 59 (8%) 4 (0%) 25 59
7 GE 775/1019 (76%) 702 (91%) 67 (9%) 6 (1%) 16 51
7 ele] 835,/1019 (82%) 781 (94%) 52 (6%) 2 (0%) 44 74
7 CI 775,/1019 (76%) 706 (91%) 65 (8%) 4 (0%) 25 59
7 CGK 835/1019 (82%) 781 (94%) 52 (6%) 2 (0%) 44 74
8 CGB 752791 (95%) 667 (89%) | 80 (11%) | 5 (1%) 19 54
8 GD 752/791 (95%) 661 (88%) | 87 (12%) | 4 (0%) 25 59
8 GF 789/791 (100%) 746 (95%) | 43 (5%) 0 100 | 100
8 GH 728/791 (92%) 650 (89%) | 75 (10%) | 3 (0%) 30 63
8 GJ 789/791 (100%) 744 (94%) | 45 (6%) 0 100 | 100
8 GL 789/791 (100%) 743 (94%) | 44 (6%) 2 (0%) 37 68
9 HA 424/1192 (36%) 359 (85%) | 56 (13%) | 9 (2%) 5| 33
9 HB 424/1192 (36%) 360 (85%) | 54 (13%) | 10 (2%) H 30

Continued on next page...
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
9 HC 290/1192 (24%) 242 (83%) | 43 (15%) | 5 (2%) 37
9 HD 134/1192 (11%) 114 (85%) 15 (11%) 5 (4%) 20122
10 IA 1146/1599 (72%) 1045 (91%) 94 (8%) 7 (1%) 22 56
10 IB 1146/1599 (72%) 1046 (91%) 93 (8%) 7 (1%) 22 56
10 IC 1146/1599 (72%) 1054 (92%) 84 (7%) 8 (1%) 19 54
11 JA 1573/2316 (68%) 1374 (87%) | 182 (12%) | 17 (1%) 12 46
11 JB 1573/2316 (68%) 1357 (86%) | 199 (13%) | 17 (1%) 12 46
11 JC 1573/2316 (68%) 1368 (87%) | 191 (12%) | 14 (1%) 147 49
12 KA 458 /728 (63%) 355 (78%) 92 (20%) 11 (2%) 30
12 KB 458 /728 (63%) 365 (80%) 84 (18%) 9 (2%) 6] 34
12 KC 458 /728 (63%) 334 (73%) 101 (22%) | 23 (5%) 14117
12 KE 437/728 (60%) 408 (93%) 27 (6%) 2 (0%) 25 59
12 KF 437/728 (60%) 408 (93%) 28 (6%) 1 (0%) 4 74
12 KG 437/728 (60%) 409 (94%) 27 (6%) 1 (0%) 44 74
13 LA 186/1322 (14%) 184 (99%) 2 (1%) 0
13 LB 187/1322 (14%) 184 (98%) 2 (1%) 1 (0%)

13 LC 158/1322 (12%) 158 (100%) 0 0
13 LD 157/1322 (12%) 155 (99%) 2 (1%) 0
13 LE 145/1322 (11%) 138 (95%) 5 (3%) 2 (1%)
13 LF 146/1322 (11%) 137 (94%) 7 (5%) 2 (1%)
13 LG 55/1322 (4%) 54 (98%) 1 (2%) 0
13 LH 53/1322 (4%) 52 (98%) 1 (2%) 0
13 LI 186/1322 (14%) 176 (95%) 7 (4%) 3 (2%)
13 LJ 187/1322 (14%) 179 (96%) 6 (3%) 2 (1%)
13 LK 159/1322 (12%) 156 (98%) 3 (2%) 0
13 LL 157/1322 (12%) 156 (99%) 1 (1%) 0
13 LM 104,/1322 (8%) 104 (100%) 0 0
13 LN 104/1322 (8%) 104 (100%) 0 0
13 LO 103/1322 (8%) 102 (99%) 1 (1%) 0
13 LP 108/1322 (8%) 106 (98%) 2 (2%) 0
14 MA 140/2736 (5%) 128 (91%) 11 (8%) 1 (1%)
Continued on next page...
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
14 MB 116/2736 (4%) 109 (94%) 6 (5%) 1 (1%)
14 MC 71/2736 (3%) 65 (92%) 6 (8%) 0
14 MD 63/2736 (2%) 63 (100%) 0 0
14 ME 140/2736 (5%) 125 (89%) 13 (9%) 2 (1%)
14 MF 116/2736 (4%) 112 (97%) 4 (3%) 0
14 MG 71/2736 (3%) 65 (92%) 5 (7%) 1 (1%)
14 MH 63/2736 (2%) 60 (95%) 3 (5%) 0
14 MI 140/2736 (5%) 126 (90%) 13 (9%) 1 (1%)
14 MJ 116/2736 (4%) 108 (93%) 6 (5%) 2 (2%)
14 MK 71/2736 (3%) 66 (93%) 5 (7%) 0
14 ML 63/2736 (2%) 63 (100%) 0 0
15 NA 879/2484 (35%) 763 (87%) 107 (12%) 9 (1%)
15 NB 879/2484 (35%) 757 (86%) 107 (12%) | 15 (2%
15 NC 879/2484 (35%) 758 (86%) 110 (12%) | 11 (1%
15 ND 879/2484 (35%) 757 (86%) 111 (13%) | 11 (1%
16 OA 432/2333 (18%) 369 (85%) 51 (12%) 12 (3%
16 OB 432/2333 (18%) 373 (86%) 45 (10%) 14 (3%
16 oC 432/2333 (18%) 373 (86%) 46 (11%) 13 (3%
17 PA 97/1822 (5%) 77 (79%) 19 (20%) 1 (1%)
17 PB 97/1822 (5%) 75 (77%) 20 (21%) 2 (2%)
17 PC 97/1822 (5%) 81 (84%) 15 (16%) 1 (1%)
18 QA 139/172 (81%) 136 (98%) 3 (2%) 0
18 QB 139/172 (81%) 137 (99%) 2 (1%) 0
18 QC 139/172 (81%) 135 (97%) 4 (3%) 0
18 QD 139/172 (81%) 135 (97%) 4 (3%) 0
19 RA 144/179 (80%) 135 (94%) 9 (6%) 0
19 RB 144/179 (80%) 130 (90%) 14 (10%) 0
19 RC 144/179 (80%) 135 (94%) 9 (6%) 0
19 RD 144/179 (80%) 136 (94%) 8 (6%) 0
20 SA 142/149 (95%) 133 (94%) 9 (6%) 0
20 SB 142/149 (95%) 137 (96%) 5 (4%) 0

Continued on next page...
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Continued from previous page...
Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles

20 SC 142/149 (95%) 138 (97%) 4 (3%) 0 |
20 SD 142/149 (95%) 138 (97%) 4 (3%) 0 |

All | ALl | 51874/215354 (24%) | 46217 (89%) | 5060 (10%) | 597 (1%) | |14| 44

5 of 597 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
AA 174 CYS
AD 136 PHE
AD 460 VAL
AD 588 ILE
AE 137 GLU

= = = =] =

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
1 AA 718/908 (79%) 718 (100%) 0
1 AD 740/908 (82%) 739 (100%) 1 (0%)
1 AE 718/908 (79%) 718 (100%) 0
1 AH 740/908 (82%) 740 (100%) 0
1 Al 718/908 (79%) 717 (100%) 1 (0%)
1 AL 740/908 (82%) 736 (100%) 4 (0%)
2 AB 415/516 (80%) 410 (99%) 5 (1%)
2 AC 418/516 (81%) 418 (100%) 0
2 AF 415/516 (80%) 415 (100%) 0
2 AG 418/516 (81%) 418 (100%) 0
2 AJ 414/516 (80%) 414 (100%) 0
2 AK 418/516 (81%) 415 (99%) 3 (1%)
3 BA 286/4189 (7%) 286 (100%) 0
3 BB 286/4189 (7%) 286 (100%) 0
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Mol | Chain Analysed Rotameric | Outliers | Percentiles

3 BC 286/4189 (7%) 286 (100%) 0

3 CA 284/4189 (7%) 284 (100%) 0

3 CB 284/4189 (7%) 283 (100%) 1 (0%)
3 cC 284/4189 (7%) 283 (100%) 1 (0%)
3 CE 206/4189 (5%) 206 (100%) 0

3 CF 206/4189 (5%) 206 (100%) 0

3 CG 206/4189 (5%) 206 (100%) 0

3 CI 221/4189 (5%) 221 (100%) 0

3 CJ 221/4189 (5%) 221 (100%) 0

3 CL 221/4189 (5%) 221 (100%) 0

4 DA 297/435 (68%) 297 (100%) 0

4 DB 297/435 (68%) 297 (100%) 0

4 DC 297/435 (68%) 297 (100%) 0

4 DD 285/435 (66%) 285 (100%) 0

4 DE 285/435 (66%) 285 (100%) 0

4 DF 285/435 (66%) 285 (100%) 0

5 EA 1150/4160 (28%) 1147 (100%) 3 (0%)
5 EB 1150/4160 (28%) 1135 (99%) 15 (1%)
D EC 1149/4160 (28%) 1135 (99%) 14 (1%)
6 FA 453/2343 (19%) 435 (96%) 18 (4%)
6 FB 453/2343 (19%) 436 (96%) 17 (4%)
6 FC 453/2343 (19%) 391 (86%) 62 (14%)
6 FD 356,/2343 (15%) 189 (53%) | 167 (47%)
6 FE 357/2343 (15%) 192 (54%) | 165 (46%)
6 FF 348 /2343 (15%) 184 (53%) | 164 (47%)
7 GA 680/807 (84%) 680 (100%) 0

7 GC 647/807 (80%) 647 (100%) 0

7 GE 647/807 (80%) 647 (100%) 0

7 GG 680/807 (84%) 680 (100%) 0

7 GI 647/807 (80%) 647 (100%) 0

7 GK 680/807 (84%) 680 (100%) 0

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
8 GB 647,/665 (97%) 646 (100%) 1 (0%)
8 GD 647/665 (97%) 645 (100%) 2 (0%)
8 GF 665/665 (100%) 665 (100%) 0
8 GH 629/665 (95%) 628 (100%) 1 (0%)
8 GJ 665/665 (100%) 665 (100%) 0
8 GL 665/665 (100%) 664 (100%) 1 (0%)
9 HA 353/1003 (35%) 306 (87%) 47 (13%)
9 HB 353/1003 (35%) 309 (88%) 44 (12%)
9 HC 234/1003 (23%) 234 (100%) 0
9 HD 119/1003 (12%) 77 (65%) (35%)
10 IA 978/1309 (75%) 978 (100%) 0
10 IB 978/1309 (75%) 977 (100%) (0%)
10 IC 978/1309 (75%) 978 (100%) 0
11 JA 1388/1993 (70%) 1388 (100%) 0
11 JB 1388/1993 (70%) 1387 (100%) 1 (0%)
11 JC 1388/1993 (70%) 1388 (100%) 0
12 KA 401/626 (64%) 401 (100%) 0
12 KB 401/626 (64%) 401 (100%) 0
12 KC 400/626 (64%) 388 (97%) 12 (3%)
12 KE 385/626 (62%) 385 (100%) 0
12 KF 385/626 (62%) 385 (100%) 0
12 KG 385/626 (62%) 385 (100%) 0
13 LA 165/1137 (14%) 164 (99%) 1 (1%)
13 LB 167/1137 (15%) 167 (100%) 0
13 LC 146/1137 (13%) 146 (100%) 0
13 LD 146/1137 (13%) 146 (100%) 0
13 LE 132/1137 (12%) 132 (100%) 0
13 LF 134/1137 (12%) 134 (100%) 0
13 LG 54 /1137 (5%) 4 (100%) 0
13 LH 53/1137 (5%) 3 (100%) 0
13 LI 165/1137 (14%) 161 (98%) 4 (2%)

Continued on next page...
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Percentiles

Mol | Chain Analysed Rotameric | Outliers
13 LJ 167/1137 (15%) 167 (100%) 0
13 LK 147/1137 (13%) 147 (100%) 0
13 LL 146/1137 (13%) 146 (100%) 0
13 LM 93/1137 (8%) 93 (100%) 0
13 LN 93/1137 (8%) 93 (100%) 0
13 LO 90/1137 (8%) 90 (100%) 0
13 LP 95/1137 (8%) 95 (100%) 0
14 MA 123/2310 (5%) 123 (100%) 0
14 MB 107/2310 (5%) 107 (100%) 0
14 MC 63,2310 (3%) 63 (100%) 0
14 MD 51/2310 (2%) 51 (100%) 0
14 ME 123/2310 (5%) 123 (100%) 0
14 MF 107/2310 (5%) 107 (100%) 0
14 MG 63/2310 (3%) 63 (100%) 0
14 MH 51/2310 (2%) 51 (100%) 0
14 MI 123/2310 (5%) 123 (100%) 0
14 MJ 107/2310 (5%) 107 (100%) 0
14 MK 63/2310 (3%) 63 (100%) 0
14 ML 51/2310 (2%) 51 (100%) 0
15 NA 785/2093 (38%) 785 (100%) 0
15 NB 785/2093 (38%) 785 (100%) 0
15 NC 785/2093 (38%) 785 (100%) 0
15 ND 785/2093 (38%) 785 (100%) 0
16 OA 370/1912 (19%) 370 (100%) 0
16 OB 370/1912 (19%) 370 (100%) 0
16 oC 370/1912 (19%) 370 (100%) 0
17 PA 88/1558 (6%) 88 (100%) 0
17 PB 88/1558 (6%) 88 (100%) 0
17 pPC 88/1558 (6%) 88 (100%) 0
18 QA 120/150 (80%) 120 (100%) 0
18 QB 120/150 (80%) 120 (100%) 0

Continued on next page...
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Percentiles

Mol | Chain Analysed Rotameric | Outliers
18 QC 120/150 (80% 120 (100%) 0

18 QD 120/150 (80% 120 (100%) 0

19 RA 123/139 (88% 123 (100%) 0

19 RB 123/139 (88% 123 (100%) 0

19 RC 123/139 (88% 123 (100%) 0

19 RD 123/139 (88% 122 (99%) 1 (1%)
20 SA 123/127 (97% 123 (100%) 0

20 SB 123/127 (97% 123 (100%) 0

20 SC 123/127 (97% 123 (100%) 0

20 SD 123/127 (97%) 123 (100%) 0
All All 44894/180824 (25%) | 44095 (98%) | 799 (2%)

5 of 799 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
6 FE 1417 ILE
6 FF 1190 | ARG
6 FE 1444 | ARG
6 FE 1416 GLN
6 FF 924 LEU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 520

such sidechains are listed below:

Mol | Chain | Res | Type
14 MJ 316 GLN
15 NB 1188 HIS
14 MJ 246 ASN

6 FE 811 ASN
6 FD 907 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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5.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA/RNA residues in this entry.

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

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-72716. 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.

WO RLDWIDE
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 256 Y Index: 256 Z Index: 256

6.2.2 Raw map

X Index: 256 Y Index: 256 Z Index: 256

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: 279 Y Index: 249 Z Index: 258

6.3.2 Raw map

X Index: 0 Y Index: 0 Z Index: 258

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 0.02.
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

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

Recommended contour
level 0.02

Voxel count (logl0)

CI T T T T I
0.0 0.5 1.0 L5 2.0

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

300000 4
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=

100000

50000 -
0 —_—

]
0.0 0.5 1.0 1.5 2.0
Contour level

The volume at the recommended contour level is 5300 nm?; this corresponds to an approximate

mass of 4787 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

ﬁ -
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0 1 \
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Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.282 A1
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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 FSC

Unmasked-calculated
FSC

-= 0143

== 05

— = Half-bit
Reported resolution
354 A=

Correlation

_G.E T T T T T T T
0.00 005 010 015 020 025 030 0.35

Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.282 A1
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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 3.54 - -
Author-provided FSC curve | 3.54 | 4.08 3.62
Unmasked-calculated™ 7.30 | 9.55 7.53

*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 7.30 differs from the reported

value 3.54 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-72716 and PDB
model 9YAQ. Per-residue inclusion information can be found in section 3 on page 21.

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
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!
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0.0 0.5 1.0 1.5 2.0
Contour level

At the recommended contour level, 90% of all backbone atoms, 83% of all non-hydrogen atoms,
are inside the map.


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

Page 234 wwPDB EM Validation Summary Report EMD-72716, 9YAO

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 0.8310 . 0.2630
AA 0.8810 . 0.3180
AB 0.9330 . 0.3690
AC 0.9200 . 0.3960
AD 0.9530 . 0.4090
AE 0.9020 . (0.3070
AF 0.9380 . 0.3630
AG 0.9310 . 0.3870
AH 0.9530 . 0.4060
Al 0.9070 . (0.3080
AJ 0.8560 . 0.3270
AK 0.8170 . 0.3280
AL B 0.6320 I 0.2580 10
BA 0.9260 . 0.3830
BB 0.9490 . 0.3730
BC 0.9490 - 0.3730
CA 0.8220 . (0.2550
CB 0.8550 . 0.2550
cC 0.8530 . 0.2500
CE 0.7720 . (0.1770
CF 0.8240 I 0.1880
CG 0.8280 . 0.1920 = %00
CI 0.8090 . 0.2280
CJ 0.8350 . 0.2300
CL 0.8540 . 0.2330
DA 0.8870 I (0.1810
DB 0.9220 I (0.1760
DC 0.9110 . 0.1670
DD 0.8820 . 0.1360
DE 0.9150 . (0.1430
DF 0.9040 . 0.1420
EA 0.9520 . 0.3910
EB 0.9290 . 0.3910
EC 0.9460 . 0.3880
FA 0.9000 . 0.3750

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

Chain Atom inclusion Q-score
FB 0.9120 . 0.3640
FC 0.9200 . 0.3610
FD 0.8650 . 0.2500
FE 0.8780 . (0.2470
FF 0.8540 . (0.2580
GA 0.8260 . (0.3120
GB 0.8810 . 0.2880
GC 0.8020 . 0.2430
GD 0.8730 . 0.2910
GE 0.8360 . 0.2410
GF 0.6990 I (0.1670
GG 0.8400 . 0.3030
GH 0.6860 I (0.1480
GI 0.8290 . 0.2390
GJ 0.7230 m 0.1710
GK 0.8290 . 0.3120
GL 0.7020 I 0.1710
HA 0.9060 . (0.3390
HB 0.8960 . (0.3370
HC 0.9100 . 0.3600
HD 0.8810 . 0.2960
IA 0.9190 m 0.3510
IB 0.9380 . 0.3420
IC 0.9350 . (0.3450
JA 0.8950 . (0.3330
JB 0.8520 . (0.3040
JC 0.9080 . 0.3230
KA 0.8400 I 0.1560
KB 0.8560 I 0.1610
KC 0.7530 I 0.1260
KE B 0.5630 I (0.0310
KF B 0.6210 . 0.0460
KG  0.6070 . (0.0470
LA 0.7380 . 0.1890
LB 0.7550 . 0.1940
LC e 0.6430 . 0.1780
LD B 0.6610 N 0.1620
LE 0.7910 . (0.2390
LF 0.7300 . (0.2020
LG 0.8930 . 0.3760
LH 0.9610 m 0.4310
LI 0.7700 . 0.1980

Continued on next page...
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Chain Atom inclusion Q-score
LJ 0.7510 m 0.1710
LK B 0.6280 I 0.1670
LL e 0.6600 I (0.1590
LM . 0.5200 I 0.0610
LN B 0.5370 . (0.0240
LO m 0.5640 . 0.0570
LP  0.5260 . 0.0490
MA 0.9030 . 0.2890
MB 0.9190 I 0.2890
MC 0.7890 . (0.3380
MD 0.9200 . (0.3960
ME 0.9190 . (0.2600
MF 0.9420 . 0.2670
MG 0.8140 . 0.3300
MH 0.9440 . 0.3720
MI 0.9240 . 0.2660
MJ 0.9220 . (0.2580
MK 0.8260 I (0.3310
ML 0.9420 . 0.3690
NA 0.8300 . 0.0930
NB . 0.3040 . 0.0020
NC 0.8310 I 0.0940
ND . 0.3900 I 0.0160
OA 0.8440 . (0.2900
OB 0.8390 . (0.2790
oC 0.8640 . 0.2850
PA 0.7550 . 0.2530
PB 0.7980 . 0.2450
pPC 0.8120 . 0.2690
QA 0.8610 . (0.2020
QB B 0.5000 . (0.1140
QC 0.8330 . (0.1740
QD 0.8350 . 0.2000
RA 0.7650 . 0.0940
RB B 0.6230 I 0.0540
RC 0.7670 I 0.0940
RD 0.6930 I (0.1060
SA 0.8170 I (0.1530
SB . 0.4520 . (0.0920
SC 0.7500 . 0.1340
SD 0.8090 I 0.1560
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