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The types of validation reports are described at
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The following versions of software and data (see references (1)) were used in the production of this report:

EMDB validation analysis : 0.0.1.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : NOT EXECUTED
MapQ : FAILED
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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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 35.00 A.

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

Ramachandran outliers

Sidechain outliers

Metric

Clashscore

Worse

Percentile Ranks

I Percentile relative to all structures

[I Percentile relative to all EM structures

. 213
. 5.2%

D (3.5%

Better

Value

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

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the map. The red, orange, yellow and green segments of the bar indicate the fraction of
residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively.
A grey segment represents the fraction of residues that are not modelled. The numeric value
for each fraction is indicated below the corresponding segment, with a dot representing fractions

<=5%
Mol | Chain | Length Quality of chain
1 1-C 831 % 58% 21% 7%
1 10-C 831 % 58% 20% %
1 11-C 831 Gw 57% 20% 1%
1 12-C 831 % 58% 20% 1%
1 13-C 831 % 58% 20% %
1 14-C 831 1% 57% 21% 1%
1 15-C 831 e 58% 20% %
1 16-C 831 e 58% 20% 1%
1 17-C 831 e 58% 20% 1%
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Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain

1 18-C 831 1% 57% 21% 1%
1 19-C 831 e 57% 21% 1%
1 2-C 831 % 58% 20% 7%
1 20-C 831 % 58% 21% 7%
1 21-C 831 BRI 57% 21% 7%
1 22-C 831 % 58% 20% %
1 23-C 831 % 58% 20% %
1 24-C 831 % 58% 20% 7%
1 25-C 831 % 58% 21% %
1 26-C 831 % 58% 20% 7%
1 27-C 831 % 58% 20% 7%
1 28-C 831 1% 58% 21% 7%
1 29-C 831 o 58% 21% %
1 3-C 831 o 58% 20% %
1 30-C 831 % 58% 20% 7%
1 31-C 831 T 58% 20% 7%

1 32-C 831 % 58% 20% 7%
1 33-C 831 % 58% 20% %
1 34-C 831 % 58% 20% 7%
1 35-C 831 % 58% 21% %
1 36-C 831 % 58% 20% 1%
1 37-C 831 % 58% 20% 7%
1 38-C 831 1% 58% 20% 1%
1 39-C 831 1% 59% 20% %
1 4-C 831 % 58% 20% 1%

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

Mol | Chain | Length Quality of chain
1 40-C 831 1% 58% 20% %
1 41-C 831 e 58% 20% 1%
1 42-C 831 % 58% 20% 7%
1 43-C 831 e 58% 21% 7%
1 5-C 831 T 57% 20% 7%
1 6-C 831 % 58% 20% %
1 7-C 831 T 58% 21% %
1 8-C 831 % 57% 21% 1%
1 9-C 831 % 58% 20% 7%
2 1-Y 136 T 66% 18% -
2 10-Y 136 % 66% 20% -
2 11-Y 136 % 65% 19% -
2 12-Y 136 o 66% 10% -
2 13-Y 136 e 66% 18% -
2 14-Y 136 % 65% 20% 0
2 15-Y 136 BRI 66% 19% 0
2 16-Y 136 % 67% 19% -
2 17-Y 136 T 65% 19% -
2 18-Y 136 % 65% 19% -
2 19-Y 136 % 67% 18% -
2 2-Y 136 % 67% 18% -
2 20-Y 136 T 68% 19% -
2 21-Y 136 % 66% 18% -
2 22-Y 136 T 68% 19% -
2 23-Y 136 e 65% 19% 0

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

Mol | Chain | Length Quality of chain
2 24-Y 136 1% 66% 19% -
2 25-Y 136 o 67% 8%
2 26-Y 136 7 65% 8%
2 27-Y 136 % 67% 19% -
2 28-Y 136 BRI 66% 18% -
2 29-Y 136 % 67% 18% -
2 3-Y 136 T 68% 18% -
2 30-Y 136 T 68% 18% -
2 31-Y 136 T 68% 18% -
2 32-Y 136 % 66% 19% -
2 33-Y 136 % 66% 18% -
2 34-Y 136 T 68% 18% -
2 35-Y 136 o 67% 8%
2 36-Y 136 o 68% T —
2 37-Y 136 T 68% 19% -
2 38-Y 136 BRI 67% 8%
2 39-Y 136 T 65% 18% -
2 4-Y 136 T 66% 18% -
2 40-Y 136 T 65% 20% -
2 41-Y 136 T 66% 18% -
2 42-Y 136 T 68% 19% -
2 43-Y 136 1% 65% 18% -
2 5-Y 136 % 65% 19% -
2 6-Y 136 ey 66% 8%
2 7Y 136 T 68% T

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

Mol | Chain | Length Quality of chain

2 8-Y 136 % 68% 18% -
2 9-Y 136 BT 65% 19% -
3 1-Z 151 e 63% 19% 0
3 10-Z 151 e 63% 19% 0
3 11-Z 151 e 62% 19% -
3 12-7 151 ew 64% 19% -
3 13-Z 151 % 63% 19% -
3 14-7 151 Tew 64% 19% -
3 15-7Z 151 % 63% 19% -
3 16-7Z 151 % 63% 19% -
3 17-7 151 1% 64% 19% -
3 18-7Z 151 1% 63% 19% -
3 19-Z 151 e 62% 19% -
3 2-7 151 e 64% 19% -
3 20-7Z 151 e 63% 19% -
3 21-7Z 151 e 62% 19% 0
3 22-7 151 BT 7 64% 19% -
3 23-7 151 e 62% 19% -
3 24-7, 151 BT 64% 19% -
3 25-7 151 % 62% 19% -
3 26-7 151 % 62% 19% -
3 27-7, 151 % 63% 19% -
3 28-7. 151 T 62% 19% -
3 29-7, 151 T 64% 19% -
3 3-7Z 151 e 62% 19% -

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

Mol | Chain | Length Quality of chain

3 30-7Z 151 1% 64% 19% -
3 31-7Z 151 e 62% 19% -

3 32-7 151 e 63% 19% 0
3 33-7Z 151 e 63% 19% 0
3 34-7 151 e 63% 19% n
3 35-7Z 151 e 63% 19% -
3 36-7Z 151 e 62% 19% -
3 37-7 151 % 63% 19% -
3 38-7Z 151 % 62% 19% -

3 39-7Z 151 % 63% 19% -
3 4-7, 151 1% 63% 19% -

3 40-7Z 151 BT 61% 19% -
3 41-7 151 e 63% 19% -
3 42-7, 151 T 64% 19% -

3 43-7 151 e 64% 19% -
3 5-7Z 151 e 62% 19% 0

3 6-7Z 151 e 63% 19% n
3 7-7Z 151 BT 7 65% 19% n
3 8-7Z 151 % 63% 19% -
3 9-7 151 Tew 64% 19% -
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 365543 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 MYOSIN HEAVY CHAIN, STRIATED MUSCLE.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 1-C e 6215 3957 1067 1155 36 0 0

Total C N O S
1 2-C e 6215 3957 1067 1155 36 0 0

Total C N @) S
1 3-C e 6215 3957 1067 1155 36 0 0

Total C N @) S
1 4C 2 6215 3957 1067 1155 36 0 0

Total C N O S
1 5-C e 6215 3957 1067 1155 36 0 0

Total C N O S
1 6-C 2 6215 3957 1067 1155 36 0 0

Total C N O S
1 -C 2 6215 3957 1067 1155 36 0 0

Total C N O S
1 8-C 772 6215 3957 1067 1155 36 0 0

Total C N O S
1 9-C 2 6215 3957 1067 1155 36 0 0

Total C N O S
1 10-C e 6215 3957 1067 1155 36 0 0

Total C N O S
1 11-C e 6215 3957 1067 1155 36 0 0

Total C N O S
1 12-C 2 6215 3957 1067 1155 36 0 0

Total C N @) S
1 13-C e 6215 3957 1067 1155 36 0 0

Total C N @) S
1 14-C 2 6215 3957 1067 1155 36 0 0

Total C N @) S
1 15-C 2 6215 3957 1067 1155 36 0 0

Total C N O S
1 16-C 2 6215 3957 1067 1155 36 0 0

Total C N O S
1 17-C 2 6215 3957 1067 1155 36 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
! 18-C 2 ggtla; 39C57 1(1)\237 1?55 386 0 0
! 19-C 2 ggtfél 39(?57 1(1)\237 1?55 386 0 0
L 20-C 2 ggtla; 39C57 1(1)\237 1?55 386 0 0
L 21-C 2 ggtla; 39C57 1(1)\237 1?55 3S6 0 0
1 22-C 2 ggtla; 39C57 1(1)\537 11055 3S6 0 ¥
L 23-C i ggti%l 39C57 1(1)\537 11055 SS6 0 0
L 24-C i ggﬁl 39C57 1(1)\537 1?55 SS6 0 0
L 25-C i 163?51 3557 1(1)\537 11(?35 SS6 0 0
L 26-C i ggtﬁ-,l 3557 1(1)\%7 11055 386 0 0
L 2rC i Egtﬁ-,l 39057 1(1)\257 1?55 386 0 0
L 28-C 72 g(z)ﬁl 39057 1(1)\257 1?55 386 0 0
L 29-C 2 g(z)tfgl 39057 1(1)\;57 11055 386 0 0
L 30-C 72 ggtfgl 39057 1(1)\;57 11055 386 0 0
L 31-C 2 ggia; 39C57 1(1)\257 1?55 3S6 0 0
L 32-C 72 ggia; 39057 1(1)\257 1?55 386 0 0
L 33-C 72 ggﬁl 39(357 1(1)\257 1?55 3S6 0 0
L 34-C 2 161(;16;1 39(357 1(1)\257 1?55 386 0 0
L 35-C 2 16‘3321 39%7 1(1)\(27 1?55 BS6 0 0
L 36-C 2 g(z)tlaél 39057 1(1)\257 1?55 386 0 0
L 37-C 2 E(Q)tla; 39057 1(1)\257 1?55 3S6 0 0
! 38-C 2 ggtla; 39C57 1(1)\(137 1?55 SS6 0 0
Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
L 39-C e ggtla; 39C57 1(1)\237 1?55 386 0
L 40-C e ggtfél 39(?57 1(1)\237 1?55 386 0
1 41-C 2 ggtf;l 39C57 1(1)\6137 1?55 386 0
1 42-C 2 16?1&51 39C57 1(1)\6137 1?55 3S6 0
1 13-C 2 ?2);? 39C57 1(1)\237 11055 386 0

e Molecule 2 is a protein called MYOSIN REGULATORY LIGHT CHAIN, STRIATED AD-
DUCTOR MUSCLE.

Mol | Chain | Residues Atoms AltConf | Trace
2 Y 136 ?ggasl 6?7 11;13 2C1)9 S 0 0
2 2-Y 136 ?gtaaasl 627 11;13 2(1)9 S 0 0
2 3-Y 136 ?gtéazl 6;]7 11;13 2(1)9 g 0 0
2 Y 136 ?ggzl 637 11;13 2(1)9 g 0 0
2 oY 136 ?8?81 637 11;13 2(1)9 g 0 0
2 6-Y 136 ?gté%l 637 11;13 2(1)9 S 0 0
2 Y 136 ?8?81 6?7 11;13 2(1)9 3 0 0
2 8-Y 136 ?gtz%asl 6?7 11;13 2(1)9 g 0 0
2 - 136 1;8?81 6§7 11;13 2?9 3 0 0
2 10-Y 136 ?gggl 657 11;13 2(1)9 S 0 0
2 -y 136 ?gggl 6§7 11;13 2(1)9 S 0 0
2 12-¥ 136 ?gtsasl 657 11;13 2(1)9 S 0 0
2 13-Y 136 ?8?81 657 11;13 2(1)9 3 0 0
2 14-Y 136 ?());asl 6§7 11;13 2(1)9 S 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 15-Y 136 ?8?81 6?7 11;13 2(1)9 3 0 0
2 16-¥ 136 ?())?81 637 11;13 2(1)9 3 0 0
2 1=y 136 ?8?81 637 11;13 2(1)9 g 0 0
2 18-Y 136 ?8;?%1 627 11;13 2(1)9 S 0 0
2 19-¥ 136 ?8?81 G(Sj7 11;13 2?9 S ¥ 0
2 20y 136 ?8?81 6(837 11;13 2?9 S 0 0
2| 2y 136 ?8?81 6(837 11;13 2?9 S 0 0
2| 22y 136 ?());Zl 6(837 11;13 2(1)9 S 0 0
2| 23y 136 ?gtgasl 6?7 11;13 2?9 S 0 0
2| 24y 136 ?8?81 6(57 11;13 2C1)9 S 0 0
2] 2%Y 136 ?8?81 6(Sj7 11;13 2(1)9 3 0 0
2 26-Y 136 ?gtsasl 6(8]7 11;13 2C1)9 S 0 0
2 20 136 ?gtaaasl 653]7 11;13 2(1)9 S 0 0
2 28-Y 136 ?gtaaasl 627 11;13 2(1)9 g 0 0
2 29-Y 136 ?8?81 637 11;13 2(1)9 g 0 0
2 30-Y 136 ?ggél 627 11;13 2(1)9 g 0 0
2 31-Y 136 ?gté;asl 637 11;13 2(1)9 g 0 0
2 32-Y 136 ?gté;asl 637 11;13 2(1)9 3 0 0
2 33-Y 136 fggasl 6?7 11;13 2(1)9 g 0 0
2 34-Y 136 ?gtz;asl 6§7 11;13 2?9 3 0 0
2| 35X 136 ?8?81 6;17 11;13 2(1)9 S 0 0
Continued on next page...
gPDB
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
2 36-Y 136 ?8?81 6?7 11;13 2(1)9 3 0 0
2 STY 136 ?())?81 637 11;13 2(1)9 3 0 0
2| 38X 136 ?());agl 6;37 11;13 2(1)9 g 0 0
2| 39X 136 ?8?81 627 11;13 2(1)9 S 0 0
2| 40Y 136 ?8?81 6(Sj7 11;13 2?9 S 0 0
24y 186 ?8?81 6(837 11;13 2?9 S 0 ¥
2 4xY 186 ?8?81 6(837 11;13 2?9 S 0 0
24y 186 ?());Zl 6(837 11;13 2(1)9 S 0 0

e Molecule 3 is a protein called MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUC-

TOR MUSCLE.
Mol | Chain | Residues Atoms AltConf | Trace
3 | 12 1ol ?1);21 7(;7 1130 224 g 0 0
3 | 22 1ol ?igazsl 7?7 11;)]0 224 ? 0 0
3 | 37 1ol ?igasl 7?7 11;)]0 224 ? 0 0
3 | 47 1ol 1;?;&81 7(5]7 1130 224 ? 0 0
3 | 57 1ol ?itgasl 7?7 11;)]0 224 g 0 0
3 | 62 1ol ?igasl 7?7 1130 224 ? 0 0
3| T2 1ol ?TZZI 7?7 1130 224 g 0 0
3 82 1ol ?ig;l 7?7 1130 224 g 0 0
3 -2 1ol ﬁst)asl 7?7 1130 224 g 0 0
3 10-2 1ol ?ist)asl 7?7 115\;0 224 g 0 0
3 112 1ol ﬁ;asl 7?7 1§o 224 g 0 0
Continued on next page...
gPDB
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 12-2 1ol ?ist)asl 7?7 1§o 224 g 0 0
3 13-2 151 ?i;asél 7?7 11;)]0 224 g 0 0
3 | 142 1ol ?igagl 7?7 11;0 224 ? 0 0
3 | 152 1ol ?1);&81 7?7 11;0 251)4 3 0 0
3 | 162 1ol figagl 7?7 11;0 224 3 0 0
3 | 12 1ol ?ist)asl 7?7 11;10 224 S 0 0
3 | 182 1ol ?igaégl 7?7 11;10 224 g 0 0
3 | 192 1ol ?igasl 7(;7 11;10 251)4 ? 0 0
3 | 202 1ol ?(igasl 7§7 1130 224 ? 0 0
3 | 22 1ol ?(igasl 7(;7 1130 224 ? 0 0
3 | 22 1ol ?(1);&81 7(;7 1130 224 5 0 0
3 | 232 1ol ?(1);&81 7?7 1130 224 S 0 0
3| 242 1ol %gasl 7(;7 11;)10 224 ? 0 0
3 | 22 1ol ?1);21 7(537 1130 224 ? 0 0
3 | 262 1ol ?1);&81 7(;7 1130 224 ? 0 0
3 | 212 1ol ?i?fél 7(517 11;)10 224 g 0 0
3 | 282 1ol ?igasl 7?7 11;)]0 224 ? 0 0
3| 292 1ol 11“%&81 7?7 11;)]0 224 ? 0 0
3 | 30-Z 1ol ?igasl 7(5]7 1130 224 ? 0 0
3 | 31z 1ol ?itgasl 7?7 11;)]0 224 g 0 0
3 | 322 1ol ?igasl 7?7 1130 224 g 0 0
Continued on next page...
gPDB



Page 14

wwPDB EM Validation Summary Report

EMD-1561, 2W4T

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 33-2 1ol ?ist)asl 7?7 1§o 224 g 0 0
3 34-2 1ol ?i;asél 7?7 11;)]0 224 g 0 0
3 | 32 1ol ?igagl 7?7 11;)]0 224 ? 0 0
3 | 36-Z 1ol ?1);&81 7?7 1130 224 3 0 0
3 | 372 1ol ﬁgasl 7?7 1130 224 S ¥ 0
s 382 1ol ?(1);&81 7?7 115310 224 § 0 0
3 | 392 bl ?igaégl 7?7 11;10 224 g 0 0
3 | 402 1ol ?igasl 7(;7 11;10 251)4 ? 0 0
3 | Az bl ?(igasl 7§7 1130 224 ? 0 0
3 | 42z bl ?(igasl 7(;7 1130 224 ? 0 0
3 | 432 1ol ?(1);&81 7(;7 1130 224 5 0 0
gPDB



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 15

3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The first

graphic for a chain summarises the proportions of the various outlier classes displayed in the second
graphic. The second graphic shows the sequence view annotated by issues in geometry. Residues

are color-coded according to the number of geometric quality criteria for which they contain at
least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more

consecutive residues without any outlier are shown as a green connector. Residues present in the

sample, but not in the model, are shown in grey.

e Molecule 1: MYOSIN HEAVY CHAIN, STRIATED MUSCLE

7%

21%

58%

12%

Chain 1-C:

89L
194

98
79s
€90d

694
8SGA
LSL

¥Sd

[4)'s

670

€vd
(474

ovyd
6ed
8€ed
Led
9EA

ved
EEN
zen
TeN

8c4d
LTV

STl

91a
STA
viv

™
—
=l

110

D
(=]

L

9CTA

€CTA

6114

14229
E€TTA
CITI
TT11

60TS

9¥¥1

(4478
TvPd
ovvY

LTSW

[44cip8
T2sa

6150

1180
9TST

YIS

2184
1180

TOSY

€798

01971
6091

L09A
909A
S09N
7094

66354
86SN
L6S%
9654

0L9D
6994
899A
1994

799H

L

0991
659N

SG9%
€991

2998
1994

679H
879N

9798

Yol

WO RLDWIDE
PROTEIN DATA BANK


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

EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 16

%080
€080

70871
00834

86L&

96.L%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8LS
Z8LI

08.L3

8LLT
LLLY
9LL3

v.L.4

cLLE

0LLT

L9L7T
99.LA

YLV

LSLL
999

7924

€T8N
(a4t
1281
0z8A
6181

L1834
9184

[45:0]

8081
108D

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

e Molecule 1

7%

20%

58%

12%

Chain 2-C

694
8SGA
LSL

¥5d

[4h's

670

€vd

O N~ 0O [
M mmmn S
I>Q;Ql&l><|u

ved

STl

91a
STA
vV

~ ™
D O~ 0o — —
IL(V)C!Q-C!IGI.—I

0€Td

L

9CTX
S¢1d

€CTA

6114

06N
68V
88l
180

T6TW
68TA

881X
L8TX

TSTH

96TA
S6TX

71ed

0o1es
60€X
80€T

90€Ss
S0€Q

T0€T
00€W
66CA
8620

9621

(4514 4

0628
6820

98Tk
G824

€8CH
Z8TA

082y

GS2H

+

€Led
TLEY

69€d

SveR
yyed

cven
Tvel
0ved

8EET

Seed

6SVT
8S¥A
LS¥D

(47478

ovvY
BEVA

099Y

6€54

LESD
9€9d
SE€SH

{448
T2sa

6150

2180
9181

YIS

2184

€198

01971
6091

L09A
909A
S09N
7094

2651

06SS
68394
884d

983N

£890
289A
7891

LLOY
9,971

Y99H

L

09971
659N

9691
SG9%

2998
1994

679H
879N

9%9S

L89A
9891

w89V

%080
£08d

7081
008}

86.LA

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8S
2Z8LI

08.L4

ToLY

9.4
19.4
09.LA

TSLY

67.0
8VLH
LvLD

SP.LD
LY

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 17

£E8A
2e8Y

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€84
6281

LT8M

80871
08D

e Molecule 1

7%

20%

58%

12%

Chain 3-C

8SGA

670

€vd

]
S
[

[re)
N
-Hl

91a
STA
vV
€11

110

D
IQI

0€Td

L

9CTX

06N
68V
88IW
180

T6TW

68TA
881X
L8TX

Tscd

96TA
S6TY

71ed

0TeS
60€X
80€T

90€S
S0EQ

T0€T
00EW
66CA
8620

9621

(4144

0628
6820

98CA
§824

€8CH
[4:198

082y

L

€Led
TLEV

69€d

Sved
yyed

Tven
Tvel
0ved

8€ET

Seed

09%a

6SPT
8S¥A
LS¥D

0954
6SSN

9SS
SSGSH

CGSA

0893

8%Sh

6€Sd

LESD
9€SH
SE€SH

[44cip8
T2sa

6150

1180
9TST

YIS

2184
1180

€798

0T9T
6091

L09A

26591

063S
68394
889d

983N

£890
289
7891

LLOY
9,971

Hill

9798

SOLY
70,4
€0LD

L89A
9891

789V

5084
%080
€080

1087
00831
66.%

96.%
S6.4

T6LD
06,4

88LH
L8LY

S8.4

€8LS
Z8LI

08.L)

8LLT
LL.d
9.L.4

vLLd
ELLW
CLLE

0LLT

L9.T
99.LA

TILY

9.4
T19.4
09.LA

LSLL
9919

794

TSLY

6.0
8VLN
LyLD

S7.LD
oLY

€E8A
2e8Y%

0€8X
6281

LT8M

€28N
2284

0z8n
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L18%
9184

[45:0]

8081
08D

e Molecule 1

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 18

7%

20%

58%

12%

Chain 4-C

B69A
891

~
©
Iaj

S98

€90a

6394
8SGA
LSL

¥5d

(44

[ ) o

2 S
[SI

- oM © I~ 0
M om0 om0
XX =0 = aA

Sl

©
-
a

STA

~ o <
D O~ 0 O - —
M nAaA o o<

0€Td

1

92T
SCTd

€CTA

61T

70Td
€0TT
COTN
TOTA
00TT

661

868

964
g6N
761
€64

Ten
06N
68V
88I
180
984

78y

284

T6TH
68TA

88TA
L8TX

TSTH

96TA
S6TX

$1ed

otes
60€X
80€T

90€Ss
S0€Q

T0eT
00€W
66CA
8620

9621

(4514 4

0628
6820

982K
G824

€8CH
Z8TA

08y

GSTH

+

€Led
TLEY

69€4

vyed

oven

Seed

6S¥%1
8SVA
LS¥D

LTSH

[44cis
12sd

6150

L18d
9181

YIS

2184
T18d

20Sy
TOSH
005X

€198

01971
6091

L09A
909A
SO09N
%094

L

2651

06SS
68394

CTLSN
T.9d

69GL

L9SY

799%

2954
TOSH

£890
T89A
7891

LLOY
9,971

V99H

0991

659N

9691
SG9%

2998
1994

679H
879N

9%9S

Yol

80.4d
L0L4

SOLY
¥0L4
€0LD

L89A
9891

w89y

08d
€080

7081
0084
66.3

96.3
S6.4

6.9
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

08.3

8LL1T
LL.4
9LL3

v.,.4

cLLA

0LLT

L1971
99.LA

PoLY

9.4
T9.4
09.LA

LSLL
9319

%924

TSLY

670
8V.LH
L%LD

S¥.LD
LY

€E8A
[43:8

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0E€8A
6281

LT8M

808T
,089D

e Molecule 1

7%

20%

57%

13%

Chain 5-C:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 19

89L
1,94

S98
¥9s
€9

6393
8GA
LSL

Sy
Tl
=]

[42):1

670

{474

(728
6€d

Led
9EA

¥€d

4.1
TeX

8c4d

Scl

91a
STA
1234
€11

110

6d

L

9CTX
S¢Td

E€CTA

6114

60TS

LOTA
90TH

68V
88I
180
984

w8x

284

69A

0TES
60€X
80€'1

90€S
S0€Q

TOET
00EN
66CA
8620

9621

[4:1414

9824

€8CH
C8TA

082y

€Led
CTLEV

69€d

S9ed
voen
€9€4
29ex
T9EN

83GEN
LSEH

SveN
vved

cven
T7eL
oved

1690
96v3

6SSN

9GS
SSSH

C¢SSK
TSS1
0S8SY
6%SQ

LS4
9%39s8
eie)
¥¥Sa
€730

L

0€ST

LTSH

2csT
T2sa

6150

L1580
91571

YISH

2184
T18d

00SA

0293
619V
8T9A
L1971

€198

01971
6091

L09A
909A
S09N
7094

2651

06398
68394
889d

983N

0954

T89A
7891

LL9Y
9L9T

0490
6994
899A
1994

799H

09971

659N

95971
SS9

2998
7594

679H
8%9A

9798

TPl

LTLY

€CLT

0TLXK

T0L4
00LI
669D
8694

9691
$69D

€690
2690

0690
689H

L89A
98971

789V
€890

£080d

7081
008X

86L&

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S§8L4

€8.LS
T8LI

08X

8LLT
LL.4
9L.3

v.LLd

TLLE

0LLT

L9.7T
99.A

7ILY

LSLL
95.D

8.4

TSLY

67.La
8V.LN
L7

S¥.LD
vvLY
€VLT

€E8A
2e8Y

0€84

LT8M

€T8N
2284

0z8A
6181

1184
9184

[45:0]

80871
08D

e Molecule 1

7080

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

7%

20%

58%

12%

Chain 6-C

63934
8SGA
LSL

¥Sd

[4h's

670

€vd

]
S
[

[re)
N
-Hl

91a
STA
viv
€11

110

D
IQI

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

L

wwPDB EM Validation Summary Report

Page 20

0€Td

9CTX
S¢1d

€CTA

6114

68V
88
180

T6TH

68TA
88T
L8TH

TSTH

B1ed

0TES
60€X
80€T

90€S
S0€d

T0EeT
00EN
66CA
862d

9621

(43144

062s
6820

98CA
9824

€8CH

C8TA

082y

+

€Led
CTLEV

69€d

SveEN
vved

cven
TPEL
oved

8EET

SEed

€€€d

TEED

62EN

09%a
6G¥1
8G¥A
LS¥D

LTSH

2es1
12sd

6150

L18d
9151

YISH

2184

705D

[4ok)
TOSH
005X

€198

01971
6091

L09A
909A
SO09N
7094

L

26SL

063S
68394

€890
T89A
7891

LL9Y
9.9T

799H

09971

659N

95971
SS9

€991
2998
19938

679H
879N

9%98

7voL

€690

0690
689H

L89A
9891

789V

7080
€080

7081
008)

*

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S$8.4

€8.LS
T8LI

083

8LLT
LLL9
9L,3

v.LLd

TLLE

0LLT

L9L7T
99.LA

7ILY

¢9.L4
T9L4
09.LA

8GLL
LSLL
9S.D

8.4

TSLV

67.LQ
8V
L7LD

S¥.LD
YLV

€E8A
2E8)

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8X

LT8M

80871
08D

e Molecule 1

7%

21%

58%

11%

Chain 7-C

b oM < w0 ©o
0 O N~ D Pl o
B wnaAa =] o H<>A

L

9CTA

€CTA

6114

143219
199
CITI
1111

60TS

LOTX
90TH

v0Td
€071
COTN
TOTA
0071

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 21

96TA

S6TI

[4:144

0628

98CK
S824

€8CH
[4:108

0824

vved

cven

Seed

€EET

TEED

8Y.L

91

(447
15744
(a4
6EVA

LTSN

2es
12sd

6150

L1580
9151

HTSH

2184
1180

619V
8T9A
L1971

€198

01971
6091

66S)
86SN
L6SY
9653

26SL

06SS
6854

6SGSN

7891

LLOY
9.9T

V99H

2998
T99A
09971
659N

SS9
€991

2S998
1594

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

679H
879N

9798

7voL

0z9d

LTLY

€CL1T

0TLK
61,4
8T.Lb
LTLY
9T.L4
ST.3
v1LS
E€TLK

TTLT
01,4

024

voLd
€0LD

104
00LI
669D
8694

969A
S69D

€690
2690

0690
689H

L89A
9891

789V
€890
289A

T6LD
06,4

88LH
L8LY

S8.4

€818
T8LI

083

0LLT

L9L7
99.LA

VoLV

9.4
T9.4
09.A

TSLY

670
8V.LN
7LD

E€EBA
2e81

0€84
6281

Lz8M

[4£:1]

8087
08D

e Molecule 1

S08Y
080
€080

7%

21%

e
el
[=]

57%

12%

Chain 8-C

891
1,94

S98
¥9s
€90

683
8GA
LSL

[4°):1

670

(474

(72’8
6€d

Led
9EA

ved

4.1
TeX

8¢d

91d
STA

€11

TT0

>~ D

0 ©
2N )

L

9CTA
S¢1d

€CTA

6114

PIiL
E€TTA
CI1I
TTT1

60TS

LOTA
90TYH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 22

96TA
S6TA

ot1es
60€X
80€T

90€s
S0€Q

T0€T
00€W
662A
862d

9621

(414 4

0628
6820

982K
G824

€8CH
Z8TA

082y

GSTH

€Led
TLEV

69€d

S9ed
voex
€9¢€4
c9eN
T9EN

8SGEW
LSEH

SveN
vved

e
TveL
0%ed

L6%0

(47478
15744
(7448
6EVA

693N

9GSH
SGSH

CGSA
T84T
0GS%
6750

LS4
973S
feic)s
¥¥3a
£75a

L

0€ST

LTSH

{44
12sd

6150

L1580
9151

YIS

2184
T18d

005X
6674

0z93d
619V
8T9A
L1971

€198

01971
60971

L09A
909A
S09N
7093

26SL

063S
68394
8849d

983N

T89A
7891

LLOY
9,971

0.9D
6994
899A
1,994

V99H

0991

659N

9591
SS9

2998
1994

679H
879N

9798

vl

L0L4

Y0,
€0LD

T0L4
00LI
669D
8691

9691
S69D

€690
2690

0690
689H

L89A
9891

¥89v
€890

€080

7081

86.LA

96.4
S6.4

6.9
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

08.3

8LL1T
LL.4
9L,3

0LLT

L9.L71
99.LA
S9.D
YLV

LSLL
9G.D

%924

S¥.LD
LY
€VL1

£€8A
2e81

0€84&
6281

LT8M

€8N
[44:1:S

0Z8A
6181

L1784
9784

[4£:1]

80871
,089D

e Molecule 1

5084
080

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

7%

20%

<
el
[=]

58%

12%

Chain 9-C:

891
194

S98
¥9s
€90a

683
89A
LSL

[4°):1

670

(474

(0728
6€d

Led
9EA

ved

4.1
Tex

824

91a
STA
viv
€11

110

~ D

w0 ©
2N

L

9CTA
S¢1d

€CTA

6TTd

60TS

LOTA
90TY

96TA
S6TI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 23

0TES
60€X
80€T

90€S
S0€d

T0ET
00EN
66CA
862d

9621

[4:141)

062Ss
6820

98CA
9824

€8CH
[4:19%

082y

SG2H

€Led
TLEV

69€d

S9ed
voex
€9€4
29eN
T9EN

83EN
LSEH

SveN
vved

ven
TPeL
oved

8EET

Seed

L6%0
96¥3

6SGSN

9GS
SSSH

¢SSk
T8S1
0S8SY
6%SQ

LS4
97398
SPSA
¥¥ea
£79Q

L

0€ST

LTSH

2esT
12sd

6150

L1580
9151

YISH

2184
1180

00SX
6673

0293
619V
8T9A
L1977

€198

01971
6091

L09A
909A
S09N
7094

26SL

0658
68394
8839d

983N

T89A
7891

LLOY
9.9T

049D
6994
899A
1994

799H

09971

659N

95971
SS9

2S998
1594

679H
879A

9798

vl

0.4
€0L0

104
00LI
669D
8694

9691
969D

€690
2690

0690
689H

L89A
9891

i
€890

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

083

8LLT
LL.4
9L.3

v.LLd

TLLE

0LLT

L9L7T
99.LA

YILY

S¥.LD
vvLY
€V.LT

€8N

1281
0z8A
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L1841
9184

[4%:1]

8081
08D

e Molecule 1

080

7%

20%

58%

12%

Chain 10-C

69A
891
1,94

[oen
S98
%9s

¥€d
€eN
41

110

Coond
6d
[

0€Td

L

9CTX

68V
88I
180

T6TH

68TA
88T
L8TH

96TA
S6TY

71ed

0TES
60€X
80€1

90€S
S0€d

T0ET
00EN
66CA
862a

9621

[4:141)

062Ss
6820

98CA
9824

€8CH
[4:198

082y

SG62H
vScL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

+

wwPDB EM Validation Summary Report

Page 24

€Le3d
CTLEV

69€d

SveEN
vved

el
TveEL
oved

8€ET

Seed

€EET

TEED

62EN
8zed

09%a
6G¥%1
8G¥A
LS¥D

LTSH

2esl
12sd

6150

L18d
9151

YIS

2184
1180

703D

[40k)s
TOSH
005X

€198

01971
60971

L09A
909A
SO09N
7093

L

26SL

063S
68394

€890
T89M
7891

LL9Y
9L9T

799H

09971

659N

95971
SS9N

€991
2998
19931

679H
879N

9%98

7voL

€690

0690
689H

L89M
9891

w89V

5084
7080
€080

7081
008%
66.3

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

083

8LL7T
LLLY
9L,3

VL4

TLLE

0LLT

9.1
99.LA

V9LV

¢9.4
T9.4
09.LA

LSLL
98.D
SGL7T
8.4

TSLV

67
8VLN
L7LD

S¥.LD
vvLY

£E8A
[4%:58

0€8A
6281

LT8M

€8N
{44t
1281
0Z8A
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L1831
9784

[4%:1]

8081
,08D

e Molecule 1

7%

20%

57%

13%

Chain 11-C

683
8GA

o & 0 ©
o
< >A

—
—
(=4

-
[=]

e

PIIL
E€TTA
CI1I
TTT1

60TS

LOTA
90TH

984

78y

96TA
S6TY

[4:14)

0628
6820

98CA
9824

€8CH
C8TA

082y

€Led
CTLEV

69€d

Svex
vved

cven
TPEL
0ved

8EET

SEEd

EEET

TEED
0€ET
62EN
8zed

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 25

6EVA

9EVN

Yovd
£9%D

(47478
15744
(7474S

TOSH

LTSN

{44y
12sd

6150

L18d
9181

YIS

2184
1780

703D

20Sy
TOSH

6654
865N
L1654
9653

26SL

063S
68394

LL9Y
9,971

799H

L
E

09971
659N

SG9%

€991
2998
19938

679H
879N

9%9S

7¥oL

LTLY

€CLT

0CLA
6T.4
8TLd
LTLY
9T.L4
ST.3
v1LS
E€TLA

TTL1
0T.Y

80.d
L0L4

1,089

7080
€080

70871

96.4
S6.4

T6.LD
06,4

88LH
L8LY

SG8.4

€8.LS
2T8LI

08.L3

8LLT
LLLY
9.LL3

.LL4

TLLE

0LLT

L9.L7T1
99.LA

YLV

LSLL
951D

7k

€E8A
e

0€8X

LT8M

€28N
[44:1
1281
0z8A
6181

L7183
9184

[4%:0]

8081

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

e Molecule 1

7%

20%

58%

12%

Chain 12-C

69A
89L
1,94

S98

€90

6393
8GA
LSL

v8d

[4:):!

670

€vd

]
Sy
o

ovy
6ed

Led
9EA

€0
€eN
41
TeX

91a
STA
Vv
€11

110

@
[=]

0€Td

L

9CTX
S¢1d

E€CTA

6114

06N
68V
88I
180
984

284

T6TW
68TA

88TY
L8TH

TSTH

96TA
S6TY

71ed

0TES
60€X
80€1

90€S
S0EQ

T0€7
00EN
66CA
862a

9621

[4:141

062S
6820

98CA
9824

€8CH
[4:19%

082y

SG2H

+

€Led
TLEV

69€d

Sved
vved

cved
TPEL
oved

8€ET

Seed

€€€d

TEED

62eN
8¢e4d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 26

09%a
6S¥%1
8SVA
LS¥D

LTSH

{44!
12sd

6150

L18d
9151

YIS

2184
1180

705D

20sy
TOSH
005X

€198

0191
60971

L09A
909A
S09N
%094

L

2651

06SS
68394

£890
T89A
7891

LLOY
9,971

V99H

09971

659N

96971
SG9%

€991
2998
1994

679H
879N

9%9S

Y¥oL

€690

0690
689H

L89A
9891

v89v

708d
€080

7081
008}

1

96.%
S6.4

6.9
06,4

88LH
L8LY

S8.4

€8S
T8LI

ELLN

0LLT

L9.°1
99.LA

ToLY

9.4
T9.4
09.LA

TSLY

670
8V.LH
L9LD

S¥.LD
LY

€E8A
[43:8

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0E€8A
6281

LT8M

808T
,089D

e Molecule 1

7%

20%

58%

12%

Chain 13-C

69A
891
194

S98
¥9s
€90a

694
839A
LSL

¥5a

(44

D
iv-
(=7

€vd

B:

0wy

D
2]
5]

© N~
om0
]

ved

Sl

110

0€Td

L

9CTXA
S2Td

€CTA

61T

v0Td
€0TT
COTN

88K
180
984

8

284

T6TH
68TA

88TY
L8TX

TSTH

96TA
S6TX

$1ed

otes
60€X
80€T

90€s
S0€Q

T0ET
00€W
66CA
862

9621

(414 4

0628
6820

982K
G824

€8CH
Z8TA

08y

GSTH

+

€Led
CTLEV

69€4

Svex
vved

(47
TveL
0%ed

8€ET

SEEd

09%a
6S¥%1
8G¥A
LS¥D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 27

LCSH

{448
T2sa

6150

L18d
9151

YIS

2184
1180

~ o OO
==
© © © ©
> < M@

6091

2651

06SS

68394
884d

983N

89y
€890
T89M

LLOY

799H

L

0991
659N

1994

679H
879N

9%9S

Yol

L0L4

08d
£08d

7081
008}

1

96.%

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
Z8LI

08.3

8LL1T
LL.4
9LL3

v.L.4

CTLLA

0LLT

89.LD
L9J°1
99.LA

YoLY

9.4
T19.4
09.LA

LSLL
9319

7924

TSLY

67.0
8V.LH
LvLD

S¥.LD

€E8A

[43:8

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8A
6281

LT8M

80871
08D

e Molecule 1

7%

21%

57%

12%

Chain 14-C

694
8SA
LSL

©
-
a

STA

<
—
<

e
-
I.-]

—
—
o

[
[=]

L

9CTA

€CTA

61T

60TS

LOTX
90TY

96TA
S6TX

(4514 4

0628
6820

982k
9824

€8CH
T8TA

082y

€Led
TLEY

69€d

Sved
vved

oven
TveL
oved

8€E€T

GEEd

€EET

TEED
0€ET
62eN
82€d

B6EVA

9EVN

¥ovd
€979

(47478
TvPd
ovvy

TOSH

LTSN

{44}
12sd

6150

L18d
9181

HTSH

2184
1180

TOSY

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 28

6694
86SN
L6S%
9654

C6SL

06SS
68354

799H

1

0991
659N

G694

€991
2998
1998

679H
879N

©
h
©
wn

§I

0CTLK
61,4
8T.Lh
PAYN'S
9TL4
ST.4
vILS
E€TLA

TTLT
0T.¥

80.d
20,4

108D

%080
€080

170871
00834

L

96.%

T6.LD
06,4

88LH
L8LY

S8.4

€8LS
28LI

08.L3

8LLT
LLLY
9LL3

vL.4

cLLE

0LLT

L9LT
99.LA

YLV

LSLL
9919

7924

TSLY

67.0

LvLD

€E8A
28

0€8X
6281

LT8M

€Z8N
2284

0z8A
6181

L1834
9184

[45:0]

e Molecule 1

80871

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

7%

20%

<
0
IQI

58%

12%

Chain 15-C

89L
194

98
79s
€9a

694
8SGA
LSL

[4)'s

670

(474

ovd
6€d

Led
9EA

ved

el
TeA

8c¢4d

STl

91a
STA
vV
€11

110

6a

L

9CTX
S¢1d

€CTA

6114

60TS

LOTX
9074

96TA
S6TX

0ot1es
60€X
80€T

90€s
S0€Q

T0€T
00€W
66CA
8620

9621

(45144

0628
6820

98Tk
§8C4

€8CH
Z8TA

082y

SGSTH

€Led
TLEY

69€d

S9€b
voex
EOEH!
29ex
T9EN

8GEW
LSEH

SheX
yyed

cven
Tvel
0ved

8€ET

Seed

1690

6GSN

9GS
SGSH

CSSA
TGST
0§93
6750

PALES
9vSS
feidshs
¥¥3a
€%9d

0€ST

LTS

2esl
12sa

6150

2180
9151

YIS

2184
1180

T0SY
00SX
6674

0293a
619V
8TOA
L1971

€198

01971
6091

L09A
909A
S09N
7094

2651

06SS
6834
884d

983N

0954

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 29

C89A
1891

LLOY
9971

0.L9D
6994
899A
1994

799H

L

0991
659N

9691
SG9%

299s
1594

6Y9H
8%9A

9798

POl

70,4
€0LD

T0LY
00LI
669D
8693

9691
$69D

€690
2690

0690
689H

L89A
9891

789V
£€89Q

%080
€080

7087
008%

L

96.%
S6.4

T6LD
06,4

88LH
L8LY

S8.4

€8.LS
Z8LI

LSLL
95.D

9.4

TSLY

6%.La
8V.LN
7LD

Sv.LD
vLY
EVLT

£E8A
2e8Y

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€84
6281

LT8M

80871
08D

e Molecule 1

7%

20%

58%

12%

Chain 16-C

63934
8SGA
LSL

¥Sd

[4)'s

670

€vd
(474

ovyd

© N~ 0 D
M m | m
I>D-QI-L]

ved
€EN
zen
TeN

8cd
LTV

STl

STA
viv

™
—
=l

110

6d
8d
a
9s
Sd

L

9CTX
SC1d

€CTA

6114

60TS
80TL
LOTX
9074

06N
68V
88IW
180

96TA
S6TY

0oTes
60€X
80€T

90€S
S0EQ

T0€T
00€EW
66CA
8620

9621

145144

062S
6820

98CA
§8¢4

€8CH
[4:198

082y

SSTH

€Led
TLEV

69€d

S9€b
voex
€9€4
29eN
T9EN

8GEN
LSEH

Shex
yyed

cven
Tvel
0ved

8€€T

Seed

1690

B6SSN

EEEI
SSSH

CSSA

LTSH

[44cips
T2sa

6150

1180
9TST

YIS

2184
T18d

0293
619V
8T9A
L19T

€798

0T9T
6091

L09A
909A
S09N
7094

2651

063S
68394

0954

€890
Z89A
7891

LLOY
9.L971

799H

L

0991
659N

SG9%

299S
1594

679H
879N

9798

gl

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 30

LTLY

€TLT

0TLX
61,4
8T.L0
LTLY
9T.Ld
) Wi
vILS
E€TLA

TTLT
01,4

80.d
20,4
90.LD
S0LX
70,4
€0L0

€690

0690
689H

L89A
9891

789V

0LLT

L9.7T
99.LA

TILY

29.L4d
T9L4
09.LA

LSLL
9G8.D

9.4

TSLV

6%.La
8V.LN
LyLD

S¥.LD
vvLY

€E8A
2e8)

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8X
6281

LT8M

80871
08D

e Molecule 1

7%

20%

58%

12%

Chain 17-C

91a
STA

<
-
<

— ™
0 O N~ D Pl ~
B wnaAa [=] o —

L

9CTA

€CTA

6114

14329
199
CIiI
TT11

60TS

LOTX
9074

7014
€071
COTN
TOTA
0071

TScd
0SZH

2144

9vcd

¥¥ed

96TA
S6TY

145144

062S
6820

98Tk
9824

€8CH
C8TA

0824

Y9CL

T92a
09zv

€Led
CTLEY

69€d

Sven
vyed

Tven
Tvel
oved

8EET

SEEd

EEET

T€ED
0€ET
62eN
8zed

6ETA

9EVN
SEV
TEVIN
€ETVY

TEVA

Yovd
€9%D

09%a
6SPT
85PN
LS¥D

(44718
Tvvd
ovvY

TOSW

LTSW

2esT
T2sa

6150

1180
91971

YTSH

184
T18d

669)
865N
L6931
9653

26391

063S
6894

LLOY
9.L971

799H

L
i

09971
659N

G694

€991
2998
19938

679H
8%9A

9%9S

TPoL

LTLY

€TLT

0CTLK
61,4
8T.Lb
LTLY
9TLd
i 9kcy
vILS
E€TLA

TTLT
0T.¥

80.d
20,4

T0LY
00LI
669D
8694

969A
$69D

€690
2690

0690
689H

L89A
98971

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 31

108D

%080
€080

170871
0083}

1

96.L%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8LS
Z8LI

08.L3

8LLT
LLLY
9LL3

v.L.4

cLLE

0LLT

L9L7T
99.LA

YLV

LSLL
999

7924

€E8A
28

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8X
6281

LT8M

[45:0)]

8081

e Molecule 1

7%

21%

<
o)
IQI

57%

12%

Chain 18-C

891
194

S98
79s
€9a

694
8SA
LSL

[4h's

670

(474

0w
6€d

Led
9EA

ved

el
TeN

824

w0
N
-HI

91a
STA
vV
€11

110

~ o

w ©
2 )

L

9CTX
S¢1d

€CTA

6114

60TS

LOTX
9074

96TA
S6TX

otes
60€X
80€T

90€Ss
S0€Q

T0€T
00€W
66CA
8620

9621

(45144

0628
6820

98Tk
G824

€8CH
Z8TA

082y

GSTH

€Led
TLEY

69€d

S9€b
voex
EOEH!
29eN
T9EN

8GEW
LSEH

SheN
yved

Tven
Tvel
0ved

8€ET

Seed

695N
1690 [ |

9551
G9GH

CSSA
TGS1T
05931
6750

PALES
9vSs
feidchs
¥¥3a
€%9d

L

12sa

6150

2150
9151

YIS

2184

BEVA

0293a
619V
8T9A
L1971

€198

01971
6091

L09A
909A
SO09N
7094

884d

983N

T89A
1891

LLOY
9,971

0.9D
6994
899A
1,994

¥99H

0991

659N

9691
SG9%

2499
1994

679H
879N

9798

Yol

70,4
€0LD

T0L4
00LI
669D
8693

9691
569D

€690
2690

0690
689H

L89A
9891

789V
€89a

%080
£08d

71081

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

08.3

8LLT
LL.d
9..3

ZPXS

CcLLE

0LLT

L9.L7T
99.LA

ToLY

LSLL
9G.LD

7924

TSV

6.0
8VLH
19LD

SP.LD
LY
€7L1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 32

£E8A
2e8Y

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€84
6281

LT8M

80871
08D

e Molecule 1

5084

7%

21%

57%

12%

Chain 19-C

6934

STA

vV

™
—
=l

110

6d

a
9s
Sd

L

9CTA

60TS

LOTX
9074

06N
68V
88IW
180
984

v8d

284

69A

96TA
S6TY

71ed

0TeS
60€X
80€T

90€S
S0EQ

T0€T
00EW
66CA
8620

9621

(4144

0628
6820

98CA
§824

€8CH
[4:198

082y

75Tl

L

€Led
TLEV

69€d

Sved
yyed

Tven
Tvel
0ved

8€ET

Seed

6SPT

8S¥A
LS¥D

| oAl 89V
0293 £€89d
619V C89A
8T9A 7891

~
—
©
)

LLOY
€798 9,971

0T9T
6091

L09A

799H

L

0991
699N
|
G994
| peoN
C6SL €991
o1esT 2398
I 065S 1593
| 0g9¥
679H
879N
L9V
9%98
| ep91
(44} 7oL
1250
| ogsT
619D
| 8TaW
L1580
9191
| er8a
YIS
e
2154
1150
T0SY
00SA

20,4

90.LD

70,4
€0LD

5084
%080
€080

7081

86L&

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
Z8LI

0831

ELLW

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0LLT

L9.7T
99.LA

YLV

9.4
T9.4
09.LA

LSLL
999

794

TSLY

67.a
8VLN
LyLD

S¥.LD

€E8A
2e8Y%

0€8X
6281

LT8M

8081
08D

e Molecule 1

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 33

7%

.

21%

58%

12%

Chain 20-C

8SA
LSL

¥5a

[4°):1

©
-
a

STA

~ o <
D © I~ [ - -
A [=] o o<

L

9CTA

€CTA

61T

60TS

LOTX
90TY

96TA
S6TX

(4514 4

0628
6820

982k
G824

€8CH
T8TA

082y

€Led
TLEY

69€4

SveR
vved

Tven
Tvel
oved

8¢ed

6EVA

9EVN

Yovd

(47478
TvPd
(7474S

TOSH

LTSN

{44
12sda

6150

L18d
9181

HTSH

2184
1180

66394
865N
L1654
9654

2651

063S
68394

LL9%
9.L971

799H

L
E

0991
659N

SG9%

€991
2998
19931

679H
879N

9%9S

Yol

LTLY

€L

0CLA
6T.4
8TLh
LTI
9T.L4
ST.3
Y1LS
E€TLL

TTL1
0T.Y

¥0L4
€0LD

T0L4
00LI
669D
8691

969A
S69D

€690
2690

0690
689H

L89A
9891

L08D

5084
08d
€080

7081
00834
66.3

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
28LI

08.L3

8LLT
LLLY
9LL3

v.,.4

cLLE

0LLT

L9.L7T
99.LA

YLV

LSLL
9319

%524

€E8A
[43:58

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0E€8A
6281

LT8M

[4%:)]

808T

e Molecule 1

7%

21%

57%

12%

Chain 21-C

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 34

89L
1,94

S98
¥9s
€9

6393
8GA
LSL

Sy
Tl
=]

[42):1

670

{474

(728
6€d

Led
9EA

¥€d

4.1
TeX

8c4d

Scl

91a
STA

€11

110

6d

L

9CTX
S¢Td

E€CTA

6114

PIiL
51998
CItI
1111

60TS

[somL
LOTA
90TH

0TES
60€X
80€'1

90€S
S0€Q

TOET
00EN
66CA
8620

9621

[4:1414

9824

€8CH

C8TA

082y

€Led
CTLEV

69€d

S9ed
voen
€9€4
29ex
T9EN

83GEN
LSEH

SveN
vved

cven
T7eL
oved

1690
96v3

6SSN

9GS
SSSH

C¢SSK
TSS1
0S8SY
6%SQ

LS4
9%39s8
eie)
¥¥Sa
€730

L

0€ST

LTSH

2csT
T2sa

6150

L1580
91571

YISH

2184
T18d

0293
619V
8T9A
L1971

€198

01971
6091

L09A
909A
S09N
7094

2651

06398
68394
889d

983N

T89A
7891

LL9Y
9L9T

0490
6994
899A
1994

799H

09971

659N

95971
SS9

2998
7594

679H
8%9A

9798

TPl

T0L4
00LI
669D
8694

9691
$69D

€690
2690

0690
689H

L89A
98971

789V
€890

£080d

7081
008X

86L&

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S§8L4

€8.LS
T8LI

08X

8LLT
LL.4
9L.3

ELLN

0LLT

L9.7T
99.A

7ILY

LSLL
95.D

8.4

S¥.LD
vvLY
€VLT

£E€8A
2e8N1

0€8&
6281

LT8M

€C8N
ccey
1281
0z8A
6181

L18%
9184

[4%:0]

8081
1,089

e Molecule 1

7080

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

7%

20%

58%

12%

Chain 22-C

89L

~
9
Iz

S98
¥9s
€90

6393
8GA
LSL

v8d

[4:):1

67h

€vd

© N 0O O ]
o mmmn Sy
A EX o

¥€d

Scl

— M & 1 ©
D © I~ 0 R - ]
M A A o s <>

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

L

wwPDB EM Validation Summary Report

Page 35

0€Td

9CTX
S¢1d

€CTA

6114

Y01
€0TT
COTN
TOTA
00TT

661

68V
88
180
984

T6TH

68TA
88T
L8TH

44
EVIN

1545

6ET1
8ETV

9ETA
SETS

€ETL
CETA

96TA
S6TY

B1ed

0TES
60€X
80€T

90€S
S0€d

T0EeT
00EN
66CA
862d

9621

(43144

062s
6820

98CA
9824

€8CH
C8TA

082y

S62H
vScL

+

€Led
CTLEV

69€d

SveEN
vved

cven
TPEL
oved

8EET

SEed

LTSH

2es1
12sd

6150

L18d
9151

YISH

2184
11SQ

TOSH
005X

€198

01971
6091

L09A
909A
SO09N
7094

L

26SL

063S
68394
889d

983N

TLSN
T.S9d
0.94
69SL

L9SY

79SM

2954
TOSKH

€890
T89A
7891

LL9Y
9.9T

799H

09971

659N

95971
SS9

€991
2998
19938

679H
879N

9%98

7voL

0.4
90.LD

v0.L4
€0L0

L89A
9891

789V

5084
7080
€080

7081
008%
66.)

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S$8.4

€8.LS
T8LI

083

8LLT
LLL9
9L,3

TLLE

0LLT

L9L7T
99.LA

7ILY

¢9.L4
T9L4
09.LA

LSLL
9S.D

8.4

TSLV

67.LQ
8V
L7LD

S¥.LD
YLV

£E8A
[4%:5'8

0€8A
6281

LT8M

€8N
{44t
1281
0zZ8A
61871

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L1831
9184

[4%:1]

8081
1,089

e Molecule 1

7%

20%

58%

12%

Chain 23-C

69A
891

~
©
Iz

S98
¥9s
€90

6393
8GA
LSL

¥5a

{48

670

€74

© N OO O ]
ommmn <
I>D¢QIJ-1MIU

¥€d

Sl

— M & 1 ©
O © I~ 0 O - i
M nAaA o s < >nAQ

0€Td

L

9CTX
S¢1d

E€CTA

6114

06N
68V
88IH
180

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 36

T6TH

68TA
88TA1
L8TH

96TA
S6TY

60€X
80€T

90€s

T0€T

00€W
66CA
862d

9621

[4:144

0628
6820

982K
9824

€8CH
[4:108

0824

4]

+

€Led

SveEN
vved

cven
TveL
oved

8€ET

Seed

09%a
6G¥%1
8G¥A
LS¥D

LTSH

2esl
12sd

6150

L18d
9151

YIS

2184
1180

€198

0191
60971

L09A
909A
SO09N
7098

L

26SL

063S
68394
8849d

983N

€890
T89M
7891

LL9Y
9L9T

799H

09971

659N

95971
SS9

€991
2S998
1994

679H
879N

9%98

7voL

£VL1

15258

6ELS
8ELA
LELL
9€LN
SELD
YeLA

L0L4

SOLY
¥0Ld
€0LD

L89M
9891

w89V

7080
€080

7081
008%

86.LA

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

083

8LL1T
LLLY
9L,3

VL4

cLLA

0LLT

L9.7T1
99.LA

V9LV

¢9.4
T9.4
09.LA

LSLL
931D

8.4

TSLV

670
8V.LN
L%LD

S¥.LD
vvLY

€€8A
2e81

0€8&
6281

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

Lz8M

8081
08D

e Molecule 1

7%

®
©
=}

20%

58%

12%

Chain 24-C

69A
891
1,94

S98
¥9s

633
8GA
LSL

¥5a

{48

670

€74
{474

© N 0O O
mmmmn$
> aAEX

ved
€eN
[4:1
€1

Lev

Scl

91d

[T
o
o< >

TT0

6a
8d
La
98
Sd

0€Td

L

9CTA
S¢1d

€CTA

6114

PIiL
E€TTA
CI1I
TTT1

60TS

LOTA
90TYH

v0Td
€0TT
COTN

06N
68V
88N
180
984

78y

284

T6TH
68TA

88T
L8TH

TSTH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 37

96TA
S6TX

ot1es
60€X
80€T

90€s
S0€Q

T0€T
00€W
662A
862d

9621

(414 4

0628
6820

982K
G824

€8CH
Z8TA

082y

GSTH

€Led
TLEV

69€d

S9ed
voex
€9¢€4
c9eN
T9EN

8SGEW
LSEH

SveN
vved

e
TveL
0%ed

9EVN L6%0

(47478
15744
(7448
6EVA

693N

9GSH

LTSH

{44
12sd

6150

L1580
9151

YIS

2184
T18d

0z93d
619V
8T9A
L1971

€198

01971
60971

L09A
909A
S09N
7093

L

26SL

063S
68394
8849d

983N

CTLSN
TL8d

69GL

L9SY

798X

954
TOSKH
0954

T89A
7891

LLOY
9,971

0.9D
6994
899A
1,994

V99H

0991

659N

9591
SS9

vl

T0L4
00LI
669D
8691

9691
S69D

€690
2690

0690
689H

L89A
9891

¥89v
€890

7080
€080

7081
008)

L

96.4
S6.4

6.9
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

0LLT

L9.L71
99.LA

YLV

LSLL
9G.D

%924

S¥.LD
LY
€VL1

£€8A
2e81

0€8&
6281

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

LT8M

8081
,089D

e Molecule 1

7%

21%

58%

12%

Chain 25-C

683
89A
LSL

¥9a

[4°):1

670

€vd
(474

(0728

© N~ 0o
MMM o
e

ved
EEN
4.1
Tex

824

SclL

~ ™ < w0 ©
O © N~ 0 O - s el
M nAaA o < >A

L

9CTA
S¢1d

€CTA

6TTd

60TS

LOTA
90TY

96TA
S6TI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 38

0TES
60€X
80€T

90€S
S0€d

T0ET
00EN
66CA
862d

9621

[4:141)

062Ss
6820

98CA
9824

€8CH
[4:19%

082y

SG2H

€Led
TLEV

69€d

S9ed
voex
€9€4
29eN
T9EN

83EN
LSEH

SveN
vved

ven
TPeL
oved

8EET

Seed

L6%0
96¥3

LTSH

2esT
12sd

6150

L1580
9151

YISH

2184
1180

€198

01971
6091

L09A
909A
S09N
7098

L

26SL

063S
68394

€890
T89A
7891

LLOY
9L9T

799H

09971

659N

95971
SS9

€991
25998
19938

679H
879A

9%98

¥l

0.4

L89A
9891

789V

7080
€080

7081
008)

*

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S$8.4

€8.LS
T8LI

08.L)

8LLT
LLL9
9L,3

ELLN

0LLT

L9L7T
99.LA

7ILY

¢9.L4
T9L4
09.A

LSLL
9G.D

8.4

TSLV

67.LQ
8V.LH
7LD

S¥.LD
vvLY

£E8A
[4%:5'8

0€8A
6281

Lz8M

€8N
{441
1281
0z8A
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L1831
9184

[4%:0]

8081
1,089

e Molecule 1

7%

20%

58%

12%

Chain 26-C

6393
8GA

€74

(474

(728

© N~ 0o
Mmm Mo
I>D<Ql'-'-l

¥€d

— M & 1 ©
D © I~ 0 O - oo
M A A o < >nAQ

1

9CTX
S¢1d

6114

PriL
51998
CIiI
1111

60TS

LOTA
90TH

96TA
S6TY

0T€S
60€X
80€'1

90€S
S0€d

TOoET
00EN
66CA
8620

9621

[4:141)

062S
6820

O

R LDWIDE
PROTEIN DATA BANK

98CA
9824

€8CH
[4:198

082y

SG2H

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 39

€Led
CTLEV

69€d

S9ed
voex
€9e4d
c9ex
T9EN

8GEW
LSEH

SveEN
vhed

cven
TveL
oved

8€ET

Seed

L6%0

LTSH

2es
12sd

6150

2180
9151

HTSH

2184
1180

705D
€053
[4ok)s
TOSH
00SA

€198

6091

L09A
909A
SO09N
7098

665)
865N
L6SY
9653

26SL

06SS
68394

€890
T89M
7891

LL9Y
9L9T

799H

L

09971
659N

95971
SS9N

€991
2998
19931

679H
879N

9%98

7voL

€V.L1

15258

6ELS
8ELA
LELL
9ELN
SELD
YeLA

0,4

SOLY
¥0Ld
€0LD

L89M
9891

w89V

7080
€080

7081
008%
66.3
86.LA

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

083

8LL7T
LLLY
9L,3

VL4

TLLE

0LLT

9.1
99.LA

V9LV

¢9.4
T9.4
09.LA

LSLL
931D

8.4

TSLV

67
8VLN
L7LD

S¥.LD
vvLY

£€8A
2e8)1

0€84
6281

Lz8M

€8N
[44:1's

0Z8A
6181

L1831
9784

[4£:1]

8081
08D

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

e Molecule 1

7%

20%

58%

12%

Chain 27-C

69A
891
1,94

S98
%9s

(474

(728

6€d
8ed
Led
9EA

Scl

110

0€Td

1

9CTA

PIiL
E€TTA
CI1I
TTT1

60TS

LOTA
90TH

v0Td
€0TT
COTN

T6TH
68TA

8814
L8TH

TSTH

96TA
S6TY

$1ed

ot1es
60€X
80€T

90€S
S0€d

T0eT
00€W
66CA
862d

9621

[4:14)

0628
6820

98CX
9824

€8CH
C8TA

08cYd

SG2H

+

€Led
CTLEV

69€d

SveEN
vved

cven
TveEL
oved

8EET

SEed

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 40

09%a
6S¥%1
8G¥A
LS¥D

LTSH

{44!
12sd

6150

L18d
9181

YIS

2184
1180

TOSH
005X

€198

01971
6091

L09A
909A
S09N
7093

L

26SL

063S
68394
8849d

983N

789V
€890
T89A

LL9Y
9,971

V99H

0991

659N

9591
SG9%

€991
2998
1994

679H
879N

9%9S

YvoL

LTLY

5084
080
€080

7081
0083
66.4

96.4
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

08.L3

0LL7T

L9.L7T1
99.LA

YLV

9.4
T9L4
09.LA

LSLL
931D

8.4

TSLV

670
8V.LH
LvLD

S¥.LD

€E8A
[4%:8

0€8A
6281

LeT8M

€8N

1281
0Z8A
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L1831
9784

[4%:0]

8081
L08D

e Molecule 1

7%

21%

58%

12%

Chain 28-C

691
891
194

S98
¥9s
€90a

683
89A
LSL

¥9a

(48

670

€74
(474

(072’8
6€d
8€d
Led
9EA

0€Td

L

9CTA
S¢1d

€CTA

61T

88N
180
984

8y

284

T6TH

68TA
88TA
L8141

S6TI

$1ed

o1es
60€X
80€T

90€s
S0€d

T0ET
00€W
66CA
862d

9621

[4:144

0628
6820

982K
9824

€8CH
[4:108

08¢y

4]

+

€Led
CTLEV

69€d

Svex
vved

[47
TveL
0%ed

8€€T

Seed

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 41

09%a
6S¥%1
8SVA
LS¥D

0994

L

0%5d
6€5d

LESD
9€5d
SE€SH
vesT

CESI

0€4T

LTSH

{44!
12sd

6150

L18d
9151

YIS

2184
1180

705D

005X

€198

0191
60971

L09A
909A
S09N
%094

2651

06SS
68394

CTLSN
T.8d
0.9
69GL

L9S)

799%

2954
TOSH

£890
T89A
7891

LLOY
9,971

V99H

09971

659N

96971
SG9%

€991
2998
1994

679H
879N

9%9S

Y¥oL

€7.L1

TV

6ELS
8ELA
LELL
9ELN
SELD
YELA

80.d
L0L4
90.LD

¥0L4
€0LD

L89A
9891

v89v

08d
£080

7081
008%

86.LA

96.%
S6.4

6.9
06,4

88LH
L8LY

S8.4

€8S
T8LI

08.3

8LL1T
LL.4
9,3

ELLN

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0LLT

L9.°1
99.LA

ToLY

9.4
T9.4
09.LA

LSLL
9319

7924

TSLY

670
8V.LH
L9LD

S¥.LD
LY

€E8A
[43:8

0€84&
6281

LT8M

808T
08D

e Molecule 1

7%

.

21%

58%

12%

Chain 29-C

69A
891
194

S98
¥9s
€90a

694
839A
LSL

¥5a

(44

D
iv-
(=7

€vd

B:

0wy

D
2]
5]

© N~
om0
]

ved

Sl

110

0€Td

L

9CTXA
S2Td

€CTA

61T

88K
180
984
8

284

T6TH
68TA

88TY
L8TX

TSTH

96TA
S6TX

$1ed

otes
60€X
80€T

90€s
S0€Q

T0ET
00€W
66CA
862

9621

(414 4

0628
6820

982K
G824

€8CH
Z8TA

08y

GSTH

+

€Led
CTLEV

69€4

Svex
vved

(47
TveL
0%ed

8€ET

SEEd

09%a
6S¥%1
8G¥A
LS¥D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 42

0954

0%Sd
6€5d

LESD
9€5d
SESH
veSH

CESI

0€5T

LCSH

{448
T2sa

6150

L18d
9151

YIS

2184
1180

005X

6091

2651

06SS

CTLSN

T.9d
0,94
69GL

L9SY

799%

2954
TOSH

€890
289A

L

€997
2998
1994

679H
879N

9%9S

Yol

L89A
9891

w89V

08d
£08d

7081
0084
66.3

86.LA

96.%

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
Z8LI

YoLY

9.4
19.4
09.LA

8G.LL
LSLL
9319

7924

TSLY

67.0
8V.LH
LvLD

S¥.LD
LY

0€8A
6281

LT8M

808T
08D

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

e Molecule 1

7%

20%

58%

12%

Chain 30-C

69A
891
L94

S98
79s
€90a

694
8SGA
LSL

¥5d

(4!

ved

Sl

©
-
a

STA
v

e
-
I.-]

—
—
o

[
[=]

8d

0€Td

L

9CTX
S2Td

€CTA

61T

v0Td
€0TT
COTN

88l
180
984

8

z8d

T6TW

68TA
88TA
L8TX

4458
157498

wre

6ETH
8ETY

9€TA
GETS

€ETL
CETA

96TA
S6TX

$1ed

o1es
60€X
80€T

90€s
S0€Q

T0€T
00€W
66CA
8620

9621

(4514 4

0628
6820

982k
G824

€8CH
Z8TA

082y

GSTH

+

€Led
TLEY

69€d

Sved
vved

oven
Tvel
0ved

8€E€T

Seed

09%a
6S¥%1
8SVA
LS%D

0954
6GSN

LCSH

{44!
12sd

6150

L18d
9181

HTSH

2184
1180

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 43

€798

01971
6091

L09A
909A
S09N
7094

L

2651

0658
6834
889d

983N

CTLSN
TL8d
0,94
69GL

L9S%

799%

2954
TOSKH

£890
89
7891

LLOY
9,971

Y99H

0991

659N

9691
SG9%

€997
2998
1594

679H
879N

9798

Yol

80.d
20,4

SOLY
70,4
€0LD

L89A
9891

789V

5084
%080
€080

1087
00834
66.%

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8LS
28LI

08.L%

8LLT
LL.d
9.L.4

v.L.4

CLLA

0LLT

L9.T
99.LA

YoLY

9.4
T19.4
09.LA

LSLL
9319

7924

TSLY

67.0

LyLD

Sv.LD
oLY

€E8A
Te8Y%

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8X
6281

LT8M

8081
08D

e Molecule 1

7%

20%

58%

11%

Chain 31-C

69A
891
194

S98
79s
€90

694
8SGA
LSL

¥5d

[4h's

670

€vd

]
S
[

o
A
X

6ed

TeR

Te}
N
-Hl

< 0 ©
-
<=>A

€11

110

=)
IQI

0€Td

L

9CTX
S¢1d

€CTA

6114

68V
88l
180

T6TW

68TA
881X
L8TX

9%TL

4458
1749’8

A%

6ETH
8ETV

9ETA

96TA
S6TX

71ed

0ot€es
60€X
80€T

90€Ss
S0EQ

T0€T
00€W
66CA
8620

9621

(4514 4

0628
6820

98Tk
G824

€8CH
Z8TA

082y

L

€Led
TLEY

69€d

Svex
yved

Tven
Tvel
0ved

8EET

Seed

€EET

TEED

62eN
8ced

09%a
6SVT
8S¥A
LS¥D

(47478

ovve
BEVA

LTSH

{448
T2sa

6150

2180
9151

YIS

2184
1180

€198

01971
6091

L09A
909A
S09N
7094

2651

06SS
6834
884d

983N

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 44

€890
Z89A
7891

LLOY
9.9

799H

L

0991
659N

9691
G694

e
299s
1594

6Y9H
8%9A

9798

TPoL

20,4

L89A
9891

789V

%080
€080

7087
008%
66.L3

96.%
S6.4

ELLW

0LLT

89.D
L9L7T
99.LA

TILY

9.4
T9.4
09.LA

LSLL
9G8.D

794

TSLV

6%.La
8V.LN
LyLD

Sv.LD
vhLY

£E8A
2e8Y

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€84
6281

LT8M

80871
08D

e Molecule 1

5084

7%

20%

58%

12%

Chain 32-C

69A
891
194

98
79s
€90a

63934
8SGA
LSL

¥Sd

[4h's

670

€vd

O N~ 0O [
M mmmn <
I>D~QI&]&IU

ved

- oM
Mmoo
lxxz

STl

91a
STA
viv
€11

110

6d
8d
a
9s

0€Td

L

9CTX
S¢1d

€CTA

6114

68V
88l
180

T6TW
68TA

881X
L8TX

TSTH

w¥ed

96TA
S6TY

71ed

01€S
60€X
80€T

90€S
S0EQ

T0€T
00EW
66CA
8620

9621

(4144

062S
6820

98Tk
S§8¢4

€8CH
[4:198

082y

SS2H

+

€Led
CTLEV

69€d

SveR
yyed

cven
Tvel
0ved

8€ET

Seed

09%a
6SPT
8SPA
LS¥D

0954
6SSN

LTSH

2es1
T2sa

6150

1180
9TST

YIS

2184
1180

€798

6091

L09A
909A
SO09N
7094

26391

063S
68394

789y
£890
289A
7891

LLOY
9L971

799H

L

0991
659N

9691
S99

€991
2998
1993

6Y9H
879N

©
e
©
0w

§I

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 45

LTLY

%080
€080

7081
008%

86L&

96.%
G6.4

T6.LD
06,4

88LH
L8LY

G8L4

€8.LS
T8LI

083

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0LLT

L9.7T
99.LA

TILY

29.L4d
T9L4
09.LA

LSLL
984D
GSLT
9.4

TSLV

6%,
8VLN
LyLD

S¥.LD

€E8A
2e8)

0€8X
6281

LT8M

80871
08D

e Molecule 1

7%

20%

58%

12%

Chain 33-C

69A
891
194

S98
79s

™
©
.‘3

63934
8GA
LSL

¥Sd

[4:)!

670

€vd
{474

© N~ 00O
M mmmn
= aAa X

ved
€eN
ceN
TeR

LTV

STl

STA
Vv

™
-
I

110

6d
8d
a
9s
G4

0€Td

L

9CTXA
S¢1d

€CTA

6114

60TS

LOTX
9074

T6TW
68TA

881X
L8TX

TSTH

TScd
0SZH

8¥cH

9vcd

¥¥ed

96TA
S6TY

jat:]

0T€S
60€X
80€T

90€S
S0EQ

T0€7
00EN
66CA
8620

9621

145144

062S
6820

98Tk
9824

€8CH
[4:198

082y

SSGTH

+

€Led
TLEV

69€d

Sven
yyed

cven
Tvel
oved

8€ET

Seed

Yovd
€9%D

09%a
6SPT
85PN
LS¥D

0954
6SSN

LTSH

2esT
T2sa

6150

1180
91571

YIS

¢T84
1180

705D

20Sx
TOSY
00SX

€798

07971
6091

L09A
909A
SO09N
7094

L

26391

0639S
6894
889d

983N

TLSN
TL8d
0494
6991

L9S%

799%

2954
TOSKH

€89Q
C89A
1891

LLOY
9.9

799H

09971

659N

9591
G694

e
2998
19938

679H
8%9A

9798

Yol

€690

0690
689H

L89A
9891

789V

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 46

%080
€080

7087
00834

L

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8LS
Z8LI

08.L4

8LLT
LL.d
9.L.4

v.L.4

CLLA

0LLT

L9LT
99.LA

YLV

9.4
T19.4
09.LA

LSLL
9319

794

TSLY

67.0

LvLD

Sv.LD
oLY

€E8A
Te8Y%

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8X
6281

LT8M

8081
08D

e Molecule 1

7%

20%

58%

12%

Chain 34-C

694
8SGA
LSL

¥5d

[4h's

670

€vd

O N~ 0O [
M mmmn S
I>Q;QN><I0

ved

STl

91a
STA
vV

~ ™
D O~ 0o — —
IL(V)C!Q-C!IGI.—I

0€Td

L

9CTX
S¢1d

€CTA

6114

06N
68V
88l
180

T6TW

68TA
881X
L8TX

4458
157498

A%

6ETH
8ETV

9€TA
GETS

€ETL
CETA

96TA
S6TX

71ed

0o1es
60€X
80€T

90€Ss
S0€Q

T0€T
00€W
66CA
8620

9621

(4514 4

0628
6820

98Tk
G824

€8CH
Z8TA

082y

GS2H

+

€Led
TLEY

69€d

SveR
yyed

cven
Tvel
0ved

8EET

Seed

6SVT
8S¥A
LS¥D

(47478

ovvY
BEVA

{448
T2sa

6150

2180
9181

YIS

2184

€198

01971
6091

L09A
909A
S09N
7094

L

2651

06SS

68394
884d

983N

799%1

[eosL
2954
TOSK

€890
289A
7891

LLOY
9,971

¥99H

09971
659N

9691
SG9%

€997
2998
1994

679H
879N

9%9S

80.d
20,4
901D

70,4
€0LD

L89A
9891

w89V

5084
%080
£08d

7081
00834
66.3

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8S
2Z8LI

08.L4

8LL1T
LL.d
9LL3

ZPXS

(W

0LLT

L9L7T
99.LA

ToLY

9.4
19.4
09.LA

LSLL

7924

TSLY

67.0
8VLH
LvLD

SP.LD
LY

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 47

€E8A
2e8Y

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8X
6281

LT8M

80871
08D

e Molecule 1

7%

21%

58%

12%

Chain 35-C

8SGA

670

€vd

O N~ 0O [
M mmmn S
I>Q~QW&IU

STA
vV
€11

110

6d
8d
a
9s
Sd

0€Td

L

9CTX

06N
68V
88IW
180

T6TW

68TA
881X
L8TX

Tscd

96TA
S6TY

71ed

0TeS
60€X
80€T

90€S
S0EQ

T0€T
00EW
66CA
8620

9621

(4144

0628
6820

98CA
§824

€8CH
[4:198

082y

SSTH

L

€Led
TLEV

69€d

Sved
yyed

Tven
Tvel
0ved

8€ET

Seed

6SPT

8S¥A
LS¥D

0954

6€Sd

LESD
9€SH

SE€SH

[44cip8
T2sa

6150

1180
9TST

YIS

2184
1180

00SX

€798

0T9T
6091

L09A

26591

063S

£890
289
7891

LLOY
9,971

Hill

9691
G694

€991
2998
1594

679H
879N

©
<
©
0w

§I

80.d

20,4
90.LD

70,4
€0LD

L89A
9891

789V

5084
%080
€080

1081

96.%
S6.4

T6LD
06,4

88LH
L8LY

S8.4

€8LS
Z8LI

08.L)

8LLT
LL.d
9.L.4

v.L.4

CLLE

0LLT

L9.T
99.LA

TILY

9.4
T19.4
09.LA

LSLL
9919

794

TSLY

6.0
8VLN
LyLD

S7.LD
oLY

€E8A
2e8Y%

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0€8X
6281

LT8M

8081
08D

e Molecule 1

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 48

7%

20%

58%

12%

Chain 36-C

69A

Sl

91a
STA
v
€11

110

[
[=]

0€Td

1

92T
SCTd

€CTA

61T

60TS

LOTX
90TY

70Td
€0TT
COTN

T6TH
68TA

88TA
L8TX

TSTH

96TA
S6TX

$1ed

otes
60€X
80€T

90€Ss
S0€Q

T0eT
00€W
66CA
8620

9621

(4514 4

0628
6820

982K
G824

€8CH
Z8TA

08y

S§52H
¥5CL

+

€Led
TLEY

69€4

vyed

oven

Seed

6S¥%1
8SVA
LS¥D

LTSH

[44cis
12sda

6150

L18d
9181

YIS

2184
T18d

705D

20Sy
TOSH
005X

0293
619V
8T9A
L1971

66394
865N
L1654
9654

2651

063S
68394

CTLSN
T.9d
0.L94
6951

L9S)

79s%

2984

LL9%
9.L971

799H

L

0991
659N

99971
SG9%

€991
2998
1993

679H
879N

9%9S

oL

LTLY

€L

0CLA

L08D

08d
€080

7081
0083}

1

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
28LI

08.L3

8LLT
LLLY
9LL3

vL.4
ELLN
cLLE

0LLT

L9.L7T
99.LA

YLV

LSLL
9319

%524

€EBN
2E8A

0€8X

Lg8M

€8N

1281
0z8A
6181

L1831
9184

[4%:0]

8081

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

e Molecule 1

7%

20%

58%

12%

Chain 37-C

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 49

69A
891
1,94

S98
¥9s
€9

6393
8GA
LSL

¥5a

{48

Scl

M & 1 ©
oo
- < >AQ

—
-
o

© D
Y=

La

0€Td

L

9CTX
S¢1d

E€CTA

6114
8TT1

96N
761
€64

T6TIH

68TA
88T
L8TH

1D

0TES
60€X
80€T

90€S
S0EQ

T0ET
00EN
66CA
8620

9621

[4:141

062Ss

98CA
9824

€8CH
[4:19%

082y

+

€Led
CTLEV

69€d

Sved
vved

cveNd
T7eL
oved

8EET

SEEd

€€€T

TEED

62€eN

Yovd
£9%D

{47478
Tvvd
ovvY

LTSN

2csT
T2sa

6150

L1580
91871

YISH

2184
T18d

705D

[4ok)
TOSH

L
L

665X
86SN
165X
965H

T6SL

063S
68394
889d

98SN

789V
€890
T89A
7891

LL9%
9.9T

799H

09971

659N

9591
SS9

€991
2998
19938

679H
8%9A

9¥%98

7Pl

LTLY

€TLT

0CTLK
61,4
8T.Lb
LT
9T.L4d
ST.3
vILs
E€TLA

TTLT
0124

804d
0.4
90.LD
SOLY
70,4
€0L0

5084
%080
€080

T081
00831
66.)

96.3
S6.4

T6.LD
06,4

88LH
L8LY

G8.4

€8.LS
T8LI

083

TLLE

0LLT

L9L7T
99.LA

TILY

¢9.L4d
T9L4
09.LA

LSLL
9G.D

8.4

TSLV

67.LQ
8V.LI
LyLD

S¥.LD

€E8A
2e8N

0€8X
6281

LT8M

€28N

1281
0z8n
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L18%
9184

[4%:0]

8081
08D

e Molecule 1

7%

20%

58%

12%

Chain 38-C

89L

~
9
Iz

S98
¥9s
€90

6393
8GA
LSL

v8d

[4:):1

67h

€vd

© N 0O O ]
o mmmn Sy
A EX o

¥€d

Scl

— M & 1 ©
D © I~ 0 R - ]
M A A o s <>

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

L

wwPDB EM Validation Summary Report

Page 50

0€Td

9CTX
S¢1d

€CTA

6114

PriL
E€TTA
CI1I
TTT1

60TS

LOTA
90TH

Y01
€0TT
COTN

T6TH

68TA
88T
L8TH

TSTH

B1ed

0TES
60€X
80€T

90€S
S0€d

T0EeT
00EN
66CA
862d

9621

(43144

062s
6820

98CA
9824

€8CH

C8TA

082y

+

€Led
CTLEV

69€d

SveEN
vved

cven
TPEL
oved

8EET

SEed

€€€d

TEED

62EN

09%a
6G¥1
8G¥A
LS¥D

LTSH

2es1
12sd

6150

L18d
9151

YISH

2184
11SQ

TOSH
005X

0293
619V
8T9A
L1971

665X
86SN
L6SY
9654

26SL

063S
68394

TLSN
T.S9d
0.9
69SL

L9SX

795X

2954

LL9Y
9L9T

799H

L

09971
659N

95971
isfe)

€991
2998
19938

679H
8%

9%98

7¥oL

LTLY

7080
€080

7081
008)

86LA

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S§8L4

€8.LS
T8LI

ELIN
TLLE

0LLT

L9L7T
99.LA

YILY

LSLL
9S.D

8.4

€E8A
[4%:58

0€8A
6281

LT8M

€8N

1281
0z8A
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L1831
9184

[4%:0]

8081
08D

e Molecule 1

7%

20%

59%

12%

Chain 39-C

69A
891

~
©
Iz

S98
¥9s
€90

6393
8GA
LSL

¥5a

{48

670

€74

© N OO O ]
ommmn <
I>D¢QIJ-1MIU

¥€d

Sl

— M & 1 ©
O © I~ 0 O - i
M nAaA o s < >nAQ

0€Td

L

9CTX
S¢1d

E€CTA

6114

06N
68V
88IH
180

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 51

T6TH

68TA
88TA1
L8TH

96TA
S6TY

60€X
80€T

90€s

T0€T

00€W
66CA
862d

9621

[4:144

0628
6820

982K
9824

€8CH
[4:108

0824

4]

+

€Led

SveEN
vved

cven
TveL
oved

8€ET

Seed

09%a
6G¥%1
8G¥A
LS¥D

LTSH

2esl
12sd

6150

L18d
9151

YIS

2184
1180

€198

0191
60971

L09A
909A
SO09N
7098

L

26SL

063S
68394
8849d

983N

€890
T89M
7891

LL9Y
9L9T

799H

09971

659N

95971
SS9

€991
2S998
1994

679H
879N

9%98

7voL

L0L4

SOLY
¥0Ld
€0LD

L89M
9891

w89V

€080

7081
0084

86.LA

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8S
T8LI

08.3

8LL1T
LL.d
9.L.3

v.LL4
ELLIN
CTLLA

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

0LLT

89.LD
L9L7T
99.LA

ToLY

9.4
19.4
09.LA

LSLL
9819
SG.L7T
7924

TSLY

67.0
8VLH
LvLD

e Molecule 1

S¥.LD
LY

€E8A
[43:8

0€8A
6281

LT8M

808T
08D

080

7%

20%

58%

12%

Chain 40-C

6394
8SGA
LSL

¥5d

[4ch:!

670

€vd

O N~ 0O [
Mo mmmn S
I>Q.QLIJ&I<3

ved

STl

©
-
a

STA
v

~ ™
D © I~ 0 O - —
B®nAAaAQ o -

0€Td

L

9T
S2Td

€CTA

61T

60TS

LOTX
9074

T6TW
68TA

881X
L8TX

TSTH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 52

96TA
S6TX

$1ed

o1es
60€X
80€T

90€s
S0€d

T0€T
00€W
66CA
8620

9621

(414 4

0628
6820

982K
G824

€8CH
T8TA

082y

GSTH

+

€.Led
CTLEV

69€4

vhed

[47

Seed

€EET

TEED

62eN

651

8G¥A
LS¥D

(47478

(744S
6EVA

LTSH

{44
12sd

6150

L18d
9151

HTSH

2184
1180

TOSH
005X

€198

01971
60971

L09A
909A
S09N
7093

L

69GL

L9SY

¥9sx

2954
TOSKH

€890
T89M
7891

LL9Y
9,971

V99H

0991

659N

95991
SG9%

€991
2998
1994

679H
879N

9798

vl

2690

0690
689H

L89N
9891

w89y

5084
708d
€080

7081

96.4
S6.4

6.9
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

08.L3

8LL1T
LLLY
9.L,3

v..4

CcLLE

0LLT

L9L7T
99.LA

PoLY

9.4
T9L4
09.LA

LSLL
9519

%524

TSLV

(S 2X¢8
8VLN
P 20]

S¥.LD
LY

€e8A
[43:8

0€8A
6281

LeT8M

€8N
[44:1)
1281
0Z8A
6181

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

L7831
9784

[4£:1]

8081
,089D

e Molecule 1

7%

20%

58%

12%

Chain 41-C

691
891

~
©
IE

S98
¥9s
€90a

683
89A
LSL

¥5a

(454

670

€74

LR B
A A X o

ved

SclL

~ ™ < w0 ©
O © N~ 0 O - s el
M nAaA o < >A

0€Td

L

9CTA
S¢1d

€CTA

61T

PITL
ETTA
CI1I
TTT1

60TS

LOTA
90TY

v0Td
€0TT
COTN

06N
68V
88N
180
984

8y

284

T6TH
68TA

88TA
L8141

TSTH

96TA
S6TI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 53

0TES
60€X
80€T

90€S
S0€d

T0ET
00EN
66CA
862d

9621

[4:141)

062Ss
6820

98CA
9824

€8CH
[4:19%

082y

€Led
TLEV

69€d

S9ed
voex
€9€4
29eN
T9EN

83EN
LSEH

SveN
vved

ven
TPeL
oved

8EET

Seed

£€€d

TEED

62€N
8¢€d

L6%0
96¥3

LTSH

2esT
12sd

6150

L1580
9151

YISH

2184
1180

705D
€053
[4ok)
TOSH
00SX
6673

0293
619V
8T9A
L1977

€198

01971
6091

L09A
909A
S09N
7094

26SL

0658
68394
8839d

983N

T89A
7891

LLOY
9.9T

799H

€991
2S998
1594

679H
879A

9798

vl

10,4

0.4
€0L0

104
00LI
669D
8694

9691
969D

€690
2690

0690
689H

L89A
9891

i
€890

€080

7081
008%
66.)

96.%
S6.4

T6LD
06,4

88LH
L8LY

S8.4

€818
T8LI

08.L)

LSLL
9G.D

8.4

S¥.LD
vvLY
€V.LT

£€8A
2e8)1

0€8&
6281

Lz8M

€8N
{441
1281
0z8A
6181

L1841
9184

[4%:1]

8081
08D

e Molecule 1

080

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

7%

20%

58%

12%

Chain 42-C

69A
891
1,94

[oen
S98
%9s

M & 1 ©
oo
< >nAQ

—
-
o

o
D‘QI

La

0€Td

L

9CTX

70T
€071
COTN
TOTA
00TT

661

68V
88I
180
984

T6TH

68TA
88T
L8TH

j44x!
EVIN

154X

6ETH
8ETY

9ETA
SETS

€ETL
CETA

96TA
S6TY

71ed

0TES
60€X
80€1

90€S
S0€d

T0ET
00EN
66CA
862a

9621

[4:141)

062Ss
6820

98CA
9824

€8CH
[4:198

082y

SG2H

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

+

wwPDB EM Validation Summary Report

Page 54

€Le3d
CTLEV

69€d

SveEN
vved

el
TveEL
oved

8€ET

Seed

09%a
6G¥%1
8G¥A
LS¥D

LTSH

2esl
12sd

6150

L18d
9151

YIS

2184
1180

%0sD
€053
[40k)s
TOSH
005X

€198

01971
60971

L09A
909A
SO09N
7093

L

26SL

063S
68394
8849d

983N

TLSN
T.S9d
0.9
69SL

L9SH

795X

2954
TOSKW

€890
T89M
7891

LL9Y
9L9T

799H

09971

659N

95971
SS9N

€991
2998
19931

679H
879N

9%98

7voL

€V.L1

15258

6ELS
8ELA
LELL
9ELN
SELD
YeLA

0,4

SOLY
¥0Ld
€0LD

L89M
9891

w89V

7080
€080

7081
008%

86.LA

96.%
S6.4

T6.LD
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

V9LV

¢9.4
T9.4
09.LA

LSLL
931D

8.4

TSLV

67
8VLN
L7LD

S¥.LD
vvLY

£€8A
2e8)1

0€84
6281

MYOSIN HEAVY CHAIN, STRIATED MUSCLE

Lz8M

8081
08D

e Molecule 1

5084

7%

21%

58%

11%

Chain 43-C

69A
891
1,94

S98
%9s

(474

(728

6€d
8ed
Led
9EA

Scl

110

0€Td

1

9CTA

88

984

T6TH
68TA

8814
L8TH

TSTH

96TA
S6TY

$1ed

ot1es
60€X
80€T

90€S
S0€d

T0eT
00€W
66CA
862d

9621

[4:14)

0628
6820

98CX
9824

€8CH
C8TA

08cYd

SG2H

+

€Led
CTLEV

69€d

SveEN
vved

cven
TveEL
oved

8EET

SEed

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 55

09%a
6S¥%1
8G¥A
LS¥D

0994

L

0%Sd
6€5d

LESD
9€5d
SE€SH
vesE

CESI

0€ST

LTSH

{44!
12sd

6150

L18d
9181

YIS

2184
1180

005X

€198

01971
6091

L09A
909A
S09N
7093

26SL

063S
68394

CTLSN
T.9d

69GL

L9SH

¥9sx

2954
TOSKH

€890
T89A
7891

LL9Y
9,971

V99H

0991

659N

9591
SG9%

€991
2998
1994

679H
879N

9%9S

YvoL

€7L1

15258

6ELS
8ELA
LELL
9ELN
SELD
YeLA

80.d
L0L4
90.LD

¥0Ld
€0LD

L89N
9891

w89y

7080
€080

7081
008)

86.LA

96.4
S6.4

6.9
06,4

88LH
L8LY

S8.4

€8.LS
T8LI

08.3

8LL1T
LLLY
9,3

ELLN

0LLT

L9.L7T
99.LA

YLV

9.4
T9.4
09.LA

8G.LL
LSLL
9319

8.4

TSLV

(S7X¢8
8V.LK
P520]

S¥.LD
LY

8081
,089D

e Molecule 2

5084

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

66%

. 13%

Chain 1-Y

v.is
€LT
cLa
TLR
0LL
694

197

S9D

294

091
6K
83V

~
w
=

oSV

8%d
LY

SvH
7S

a2

6ed
8ed

~
"
£

© o < v ©
a N [5e] ™M M M
=4 a >0

~
Q
Ihl

§zs
vcd
24

-~ o0
ool 0
n =

e
0ZH

0
—
o

SETH

€€Td

9TTH

80TX
L0793

SOTN
Y011
€01
[4U's
T0TL

660
8634
L6d
964
S6W

— N m
D O N
=<

&
2

88L

488

6.4
8.d

9.4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

18%

67%

12%

Chain 2-Y

€L1
cLa
TLR
0LL
694

197

S9D

294

091
63K
85V

~
w
12

eisict

oSV
674
8¥%d
LY

SvH
7S

a2

6ed
8ed
LEX
9€s

0
o
=

<
[l
o

o
[5e]
(=]

o N
a N
la>l

~
Q
Ihl

1Y)
vcd
24

e
0ZH

0
—
o

SETH

€€Td

9TTH

80TA
L0743

SOTN
Y011
€01
2ot
TOTL

660
864
160

S6W

eV
TeN
064

88L

3988

€8L

188
081
6.4
8.d

9.4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 56

18%

68%

11%

Chain 3-Y:

© (=)
— )
o =

v.is
€LT
cLa
TLR
0LL
694

197

S9D

294

0971
6
83V
LSL

isicy
vad
€4a
2sa

oSV

8¥%d
LY1

SvH
¥vS

a2

6ed
8ed
LEX

SEA
ved

cea

6CA
8¢d

Ses
vecd
141

e

€64

88L
184

385

= )
© 0
1%} =

6.3
8.a

©
~
1=

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

0STH

LYW
IV
SYTL
Yvid
157458

157428
6ET
8ETA
LETD

SETT

18%

66%

0 O N~ 0o i) < N~ O oo N
Mmmmmmn A ﬁ'ﬁ < § o 0 0 1
Pnnx @A x 12 H O ;< ==

13%

Chain 4-Y:

e o
- ]
o =

LS

cLa
TLR
0LL
694

197

S99

294

0971
639N
839V
LSL

Ss3

ved

2ea

6CA
8¢a

STs
Ycd
(x4

1o

9TTH

€64

88L
184

385

€81

188

6.3
8.d

9,4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

65%

< 0 N~ O oo N
ﬁ‘ﬁ S S T 0w W
12 H O ;< AAXx

13%

Chain 5-Y:

© (=)
- ]
o =

197

S9D

294

0971
639N
83V
LSL

Ss3a

-
NS
x

0 O N~ 0
M mmmon
P xX @A

ved

6CA
8¢a

SCs
vcd
141

- )
0 0
1%} =

10

9TTH

€64

88L
184

o)
0
0

6.3
8.d

9.4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

66%

13%

Chain 6-Y:

© (=)
- )
o =

S9D

294

0971
639N
83V
LSL

it
25!
€4a
2sa

0sY

87D
L91

Sy
7S

a2t

6ed
8€d
LEX

SEA
ved

cea

6CA
8¢a

STs
vcd
5141

10

9TTH

€64

88L
184

385

€81

188

6.3
8.d

9.4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

68%

11%

Chain 7-Y:

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

o N N < w0
a N [5e] oM M
la>lc‘l“'>

~ o
© ©
(5l

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

Page 57

€L1
cLa
TR
0LL
694

197

S9D

294

091
65
88V

~
wn
Il-‘

LY1

Sy
yYS

152

6ed
8ed
LeX
9€s

ges
vcd
ey

e
0T

0
—
o

€111
[43%]
111d
OTTH

80TA
L0Td

SOTN
%011
€01
[0t
T0TL

N~ 0 O
D O D
AMmo

= o m 0 ©
D O D Q0
=2 < I =

064

388

€81

188
081
6.4
8.d

9.4

0STD

LYTH
SYTL
vid
EVIN

15742

6€Td
8ETH
LETD

e Molecule 2

SETH

18%

68%

12%

Chain &Y

€L1
cLa
TLR
0LL
694

197

S9D

294

091
63
83y

~
0
=

Eisicy
vau
€48d
csa

oSV

8¥%d
LY1

SvH
7vS

a2

6ed
8ed

~
™
4

© o < v ©
a N 52 m om0
a> a [ =)

N0
0 0
I"'"[“I

[T
NN
< [ wn

- )

0 0

17} =

o
SRS
=X

©
—
(=4

= o m [T}
D 0O 0 o)
=<LL<IZ

064

o)
0
%]

6.3
8.d

9.4

0STH

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

LYW
9TV
SYTL
Yvid
157458

157428

6ETA
8ETA
LETD

e Molecule 2

SETHT

19%

65%

. 13%

Chain 9-Y

vis
€LT
cLa
TLR
0LL
694

L97

S9D

294

0971
63N
83V

~
0
=

it
25!
€8a
2sa

oSV
674
8%D
LY1

Svd
7S

a2t

6ed
8ed
LEX
9€S
SEA
ved

cea

© o
N
l°>l

© o [T
= IS NN
o =X < [ wn

9TTH

o
R
Iﬁ

88L
184

385

)
0
=

-
1)
w

6.3
8.d

9.4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

20%

66%

12%

@ o
N
l°>l

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

Chain 10-Y

LS
€LT
cLa
TLR
0LL
694

L97

S9D

294

0971
63N
83V

~
)
=

ity
45!
€4a
2sa

oSV
674
8%D
LY1

Svd
7S

a2t

6ed
8€d
LEX
9€S

0
)
=

w0
2
I=

s
0
29

3]

®

[=}
[se]
)
[

STs
Ycd
141

~ o0
0 0
0 =

110
0ZW

©
=
o

d
~
[=]

]
)
<

TeN
064

88L
184

385

o
~
x

©
~
[N

e Molecule 2

0STD

LY

SYTL
vvid
15748

157428

6ETA

LETD

SETT

19%

65%

12%

o N
NN
l°>l

Chain 11-Y

€L1
cLd
TN

o
=
=

D
©
12

1971

S99

[4°x

091
B6SW
83V

~
wn
Il-‘

Ly

Sy
7S

152

6ed
8ed
LeN
9€s
SEA

<
™
P

o
®
[=}

STs
vcd
(x4

ey
0ZW

e
=
o

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 58

o=
Qo0
o= <

88L
184

385

€81

—
0
%]

6.3
8.a

9.4

0STD

LY

SYTL
vvid
1748

157428

6ET

LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETT

19%

66%

12%

Chain 12-Y:

S9D

294

091
65
83V
LSL

Ss3
25!
€5a
2sa

oSV

8¥%D
Ly1

Sy
7S

15728

6ed
8ed
LeN
9€s
SEA
ved

2ea

6CA
8za

STs
vcd
ey
cea
ey
0ZW

810

9TTH

€64

88L
184

385

~ o0
0 0
0 =

6.3
8.a

9.4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

66%

12%

Chain 13-Y:

0 o
= ]
o =

v.is

O -HAam
O KN NN
[ Sy ]

1971

15728

6ed
8ed
LeN
9€s
SEA
ved

2ea

6CA
8za

STs
vcd
(44

- )
0 0
0 =

Ty

9TTH

€64

88L
184

385

6.3
8.a

9,4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

20%

65%

12%

Chain 14-Y:

e o
= ]
o =

15728

6ed
8ed
LeN
9€S
SEA
ved

6CA
8za

STs
vcd
(44

~ o0
© 0
0 =

Ty

9TTH

€64

88L
184

o)
0
%]

6.3
8.0

9,4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

66%

)
& &

12%

Chain 15-Y:

e o
= ]
o =

S99

L1

—
N
x

[
2]
[=]

8ed
LeN
9€S
SEA
ved

2ea

6CA
8za

SCs
ved
(4

Tex

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 59

9TTH

o
[}
Iﬁ

88L
184

) o)
© ©
= w0

-
ool
w

6.4
8.d

9.4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

19%

67%

12%

© o
N
l°>l

N~ 0
00 0
IMHI

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

Chain 16-Y

LS
€LT
cLa
TLR
0LL
694

L97

S9D

294

0971
63N
83V

M & 10 ~
0 0 )
[ a] =

csa

38
S m <

L91

Svd
7S

a2t

6ed
8€d
LEX
9€S

<+ W0
™ M
[

3]
®
[=}

STs
Yed
141

10
0Z

©
=
o

S6N

€64
ey
TeN

o
)
=<

385

€81

188
087
6.3
8.a

9.4

0STD

LYTH
SYTL
vvid
15748

157428

6ETd

LETD

e Molecule 2

SETT

19%

65%

13%

o O
NN
l°>l

Chain 17-Y

v.is
€L7
cLd
TN

o
=
=

D
©
12

191

S9D

{4

091
65K
83V

~
wn
Il-‘

Sy
7S

15728

6ed
8ed
LeN
9€s
SEA

<
™
P

o
®
[=}

STs
vcd
(4

- )
© 0
0 =

Tex
0ZW

e
—
o

9TTH

TeN
06y

184

385

6.3
8.a

9,4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

19%

65%

13%

© o o <
NN «® m M
=2 [=} >

N~ 0 =3
00 0 Q
I""”"I":

Chain 18-Y

€LT
cLd

—
~
=

0LL
694

197

S99

294

091
63N
839V

~
wn
Il-‘

Sy
7S

15728

6ed
8ed
Led
9€S

STs
vcd
(4

~ o0
© 0
0 =

Tex
0ZW

e
=
o

9TTH

TeN

o)
0
7]

6.3
8.a

9,4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

18%

67%

12%

o N
NN
A >

N~ o
0 00 [}
I“'I"I“

Chain 19-Y

€LT
cLd

—
~
=

0LL
694

L97

S99

294

091
639N
839V

~
wn
Il-‘

Ss3
5!
€50
2sa

oSV

8%d
L1

7S

15728

6ed
8ed
LeN
9€S
SEA
ved

s}
o
R

2ea

o ¢ W
NN
< [ wn

-~ o0
oo} ©
0 =

Tey

o
]
=

e
=
o

7o
2
I=

(434
TéeN

0
0
0

6.4
8.a

9.4

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 60

0STH

LY
9TV
SYTL
Yvid
157458

15742

6ETA

LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETT

19%

68%

< 0 N~ o ROo [ ISy
ﬁ‘ﬁ S S T 0 W W
12 H O ;< AAXx

11%

Chain 20-Y:

© (=)
- )
o =

LS
eLT
cLa
TLR
0LL
694

L97

S9D

294

0971
639N
83V
LSL

it

-
<
x

0 © N 0o
M mmnmon
P xX @A

ved

2ea

6CA
8¢a

STs
Ycd
141

~ o0
o 0
0 =

10

€64

88L
184

385

6.4
8.a

9.4

0STD

LY

SYIL
vvid
eV

15742

6€Td
8ETN
LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETT

18%

66%

13%

Chain 21-Y:

e o
— ]
o =

191

S99

294

091
65K
88V
LSL

Eisict
!
€50
2¢sa

oSV

8%d
Ly1

Svd
7S

152

6ed
8ed
LeN
9€s
SEA
ved

6CA
8zd

ges
vcd
ey

~ o0
5] ]
0 =

e

9TTH

€64

88L
184

385

6.4
8.a

9.4

0ST1D

LY
44 4
SYIL
Yvid
EVIN

157428

6ET

LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

68%

11%

Chain 22-Y:

e o
= ]
o =

191

S99

294

091
65K
88V
LSL

Ss3
!
€50
c¢sa

oSV

8%d
Ly1

Svd
7S

152

6ed
8ed
LeN
9€s
SEA
ved

6CTA
8zd

ges
vcd
£y

-~ ® o)
ool 0 0
%] B 1%}

e

€64

88L
184

6.4
8.d

9.4

0GTD

LY

SYIL
yid
EVIN

15742

6€Td
8ETA
LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETH

19%

65%

13%

Chain 23-Y:

e o
~ o
o =

v.is
€L1
cLa
TLR
0LL
694

191

S9D

{4k

091
63
88V
LSL

Eisict
!
€8a
2sa

oSV

8¥%d
LY

SvH
S

a2

6ed
8ed
LEX

SEA
ved

cea

6CA
8zd

Ses
vcd
£ey

-~ o0
ool ©
n =

e

9TTH

€64

88L
184

G988

6.4
8.d

9.4

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 61

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

66%

< o N~ O OO N
ﬁ‘ﬁ S S T 0 W W
12 H O ;< AaAXx

12%

Chain 24-Y:

© (=)
- )
o =

197

S99

294

0971
639N
83V
LSL

it

-
NS
x

0 O N~ 0
M mmmon
P xX @A

ved

6CA
8¢a

SCs
Ycd
5141

~ o
5] 0
n =

18

€64

88L
184

385

6.4
8.a

9.4

0STD

LY

SYTIL
Yvid
748

157428

6€Td

LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETT

18%

67%

12%

Chain 25-Y:

0 o
— ]
o =

191

S99

294

091
65
88V
LSL

Eisict
!
€5a
c¢sa

oSV

8¥%d
LY1

Svd
S

152

6ed
8ed
LeX
9€s
SEA
ved

6CA
8zd

ges
vcd
ey

e

9TTH

€64

88L
184

385

€81

188

6.4
8.a

9.4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

65%

13%

Chain 26-Y:

e o
— ]
o =

S99

294

091
65K
83V
LSL

Eisict
!
€50
c¢sa

oSV

8%d
LY1

Svd
7S

152

6ed
8ed
LeN
9€s
SEA
ved

6CTA
8zd

ges
vcd
£y

~ o0
0 ]
0 =

e

9TTH

€64

88L
184

385

6.3
8.a

9.4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

67%

12%

Chain 27-Y:

0 o
= ]
o =

197

S9D

294

091
B6SKW
83V
LSL

Ss3
!
€50
c¢sa

0sv

8%d
Ly1

i
7S

152

6ed
8ed
LeN
9€s
SEA
ved

6CZA
8zd

STs
vcd
£y

Lol ® o)
ool © ©
1] B 1%}

e

€64

88L
184

6.4
8.d

9.4

0GT1D

LYTH
i4a
SYIL
vid
EVIN

15742

6ETd

LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 62

18%

66%

12%

Chain 28-Y:

© (=)
— )
o =

v.is
€LT
cLa
TLR
0LL
694

197

S9D

294

0971
6
83V
LSL

isicy
vad
€4a
2sa

oSV

8¥%d
LY1

SvH
¥vS

a2

6ed
8ed
LEX

SEA
ved

cea

6CA
8¢d

Ses
vecd
141

- ®
ool ©
0w =

e

9TTH

€64

88L
184

988

6.4
8.d

9.4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

67%

12%

Chain 29-Y:

© (=)
— ]
o =

197

S9D

294

0971
6
83V
LSL

eisicy
vau
€4a
csa

0osv

8¥d
LY1

SvH
¥vS

a2

6ed
8ed
LEX

SEA
ved

6CA
82d

STs
vecd
141

-~ ® o)
ool © £
%] 13 0

e

9TTH

€64

88L
184

6.4
8.d

9.4

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

68%

11%

Chain 30-Y:

© (=)
— ]
o =

S9D

294

0971
6
83V
LSL

eisicy
vau
€48d
csa

oSV

8%d
LY1

SvH
¥vS

a2

6ed
8ed
LEX

SEA
ved

62A
8zd

STs
vcd
141

- )
0 0
1%} =

e

€64

88L
184

o)
0
0

6.3
8.d

9.4

0STH

LYW

SYTL
Yvid
157458

15742

6ETA
8ETA
LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETT

18%

68%

11%

Chain 31-Y:

© o
- )
o =

S9D

294

0971
639N
83V
LSL

it
25!
€4a
2sa

0sv

87D
L91

Sy
7S

a2t

6ed
8€d
LEX

SEA
ved

cea

6CA
8¢a

STs
¥cd
5141

~ o0
0 0
0 =

10

€64

88L
184

o)
5]
%]

6.4
8.a

9.4

0STD

LY
5144 4
SYIL
vvid
148

157428

6€Td
8ETN
LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SETT

19%

66%

12%

Chain 32-Y:

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 63

v.is
€L1
cLa
TR
0LL
694

191

S9D

294

091
65
88V

~
wn
Il-‘

Sy
yYS

152

8ed
LeX
9€s
SEA
ved

cea

6CTA
8zd

~ o 0 ~ (=3
5] 0 [°e] 0 0 )
n 12 wn (S ~

ges
vcd
eey
[44cs
e
0T

810

9TTH

TeN

6.4
8.d

9.4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

18%

66%

12%

o N N < w0
a N [5e] o M
la>lc‘l“'>

Chain 33-Y

€L1
cLa
TLW
0LL
694

197

S99

(4K

091
635K
88y

~
wn
Il-‘

LYT

Eizct
S

152

6ed
8ed
LeN
9€s

ges
vcd
ey

e
0ZW

0
—
o

LT1D
9TTH

€111
(43!
T11d
OTTH

80TA
L0Td

SOTN
%011
€01
2oty
T0TL

660
864
L6d
964
S6W

14314
T6N
064

[v] 0 N~
0 0 0 0
= w0 [

188

6.4
8.d

9.4

0STD

LYTH

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

SYIL
vid
EVIN
15742

6ETd

LETD

e Molecule 2

SETH

18%

68%

11%

Chain 34-Y

€L1
cLa
TLR
0LL
694

197

S9D

294

091
63
8%V

m < W0 N~
0 W0 W0 0
AxME =

2¢sa

233
S m o<

LY

SvH
¥vS

a2

6ed
8ed
LEX
9€s

0
o
=

<
[l
e

o
[5e]
a

© o
a N
l':‘>l

ges
vcd
34

T
0ZH

©
—
o

= o m [T}
D O 0 o)
= < =

064

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

88L
184

385

- )
o 0
0w =

6.4
8.d

9.4

0STH

LYTH
oIV
SPTL
vid
157458

157428
6ETA

8ETA
LETD

e Molecule 2

SETH

18%

67%

12%

© o
N
l°>l

Chain 35-Y

LS
€LT
cLa
TLR
0LL
694

L97

S9D

294

0971
63GNW
83V

~
)
=

it
25!
€4a
2sa

oSV
674
8%D
LY1

Svd
7S

a2t

6ed
8ed
LEX
9€S

< 0
™ M
[

N
®
[=}

STs
vcd
141

- )
ool ©
0w =

110
0ZW

©
=
o

9TTH

88L
184

385

6.3
8.d

9.4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

18%

68%

12%

© o N S
N ® ™ M
(== [=} [

Chain 36-Y

€L1
cLa
TLR
0LL
694

197

S9D

294

0971
63N
83V

~
0
=

LY1

Svd
7S

a2t

6ed
8€d
LEX
9€S

STs
vcd
141

e
0Z

©
=
o

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

0
2
Iz

Page 64

[se]
o
[

ey
TeN
064

N~ 0

0 0
IMHI

MW o~

R

oo o
I“"""‘<=I

o)
<)
7]

~ o0
0 0
0 =

6.3
8.a

9.4

0STD

157428

6ET
8ETN
LETD

e Molecule 2

SETT

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

68%

11%

Chain 37-Y

€L1
cLd

—
~
=

0LL
694

197

S9D

294

091
65
83V

~
wn
Il-‘

Ss3
25!
€5a
2sa

oSV
674
8¥%D
Ly1

Sy
7S

15728

6ed
8ed
LeN
9€s
SEA
ved

5]
@D
[

2ea

o N
NN
l°>l

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

ey

o
]
=

e
=
o

[T}
[}
Is

(4314
TeN
064

G988

6.4
8.d

9.4

0GT1D

LY

SYTL
v1d
A

15742

6€Td
8ETA
LETD

e Molecule 2

SETH

18%

67%

12%

© o < v
a N [5e] oM M
la>lalm>

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

Chain 38-Y

€L1
cLd
TLR
0LL
694

197

S9D

294

091
63K
85V

~
wn
I'-‘

LY1

i
S

152

6ed
8ed
LEX
9€s

§es
vcd
£ey

e
0ZH

e
—
o

LT1D
9TTH

€111
(429!
111d
OTTH

80TA
L0Td

SOTN
7011
€0TY
[0t
T0TL

660
8631
Led
964
S6IW

1434
T6N
064

N0
© 0
202

o)
©
%]

)
©
=

188

6.4
8.d

9.4

0STH

LYTH

SYTL
vid
{57458

157428
6€Td

8ETA
LETD

e Molecule 2

SETH

18%

65%

13%

© o o < v
a N 52} o M
(== [=} o>

Chain 39-Y

v.is
€L1
cLa
TLR
0LL
694

L97

S9D

294

0971
63N
83V

~
0
=

LY1

SvH
7S

a2

6ed
8ed

© N~
o o
[

STs
vecd
141

- ® o) N 0 [=3
o] 3 © © 0 [}
0w = w0 [ <

10
(4]

©
—
o

9TTH

6.4
8.d

9.4

MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 2

20%

65%

13%

© o o < v
a N 52} o M
(== [=} o>

Chain 40-Y

v.is
€L1
cLa
TLR
0LL
694

197

S9D

294

0971
6SNH
83V

~
)
=

isicy
vad
€8a
2sa

0osv

8¥%d
LY1

SvH
¥vS

a2

6ed
8ed

© N~
o o
2]

o il m W

S

SExE< o
oo Bl © N~ 0 oo
00 00| 00 Bl cO @ 0 © B® R
1] B 0 (S ~

©
—
o

9TTH

6.4
8.d

9.4

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 65

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

66%

< 0 N~ o ROo [ ISy
ﬁ‘ﬁ S S T 0 W W
12 H O ;< AAXx

13%

Chain 41-Y:

© (=)
- )
o =

LS
eLT
cLa
TLR
0LL
694

L97

S9D

294

0971
639N
83V
LSL

it

-
<
x

0 © N 0o
M mmnmon
P xX @A

ved

2ea

6CA
8¢a

STs
Ycd
141

- )
0 0
1%} =

10

OTTH

€64

88L
184

385

6.3
8.d

9.4

0STH

LYTH
VTV
SYTL
¥vid
EVIA

15742

6ETA

LETD

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

68%

11%

Chain 42-Y:

© o
- )
o =

197

S9D

294

0971
639N
83V
LSL

it
25!
€4a
2sa

oSV

87D
L91

Sy
7S

a2t

6ed
8ed
LEX

SEA
ved

6CA
8¢a

STs
Yed
141

1140

9TTH

e Molecule 2: MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

18%

65%

13%

Chain 43-Y:

© o
= )
o =

S9D

294

0971
63N
83V
LSL

it
25!
€4a
2sa

oSV

8%D
LY1

Svd
7S

a2t

6ed
8ed
LEX

SEA
ved

cea

6CA
8¢d

STs
Ycd
141

1140

9TTH

€64

88L
184

385

)
0
=

-
1)
0w

6.3
8.d

9.4

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

63% 19%

17%

Chain 1-7Z:

9EA

ved
€eT
zen
Ted

620

LTV

44

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 66

HNOSLONODO [S\]
B S S S S o w0 w0
o o o =
>EHAmL>NXNNXB>S< A >

oIy
6ETA

*

SETT
vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0ETa

19%

64%

16%

Chain 2-7:

9EA

€D
€e1
4.1
Ted

62a

LTV

44

HAN M WO 000 N M
B S S S S S o w0 w0
oo A o =
EHALE>NXXB> S < >

(U258
BETA

L

SETT
veTa
€ETHT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

62% 19%

17%

Chain 3-Z:

S94

€91
298

094

8SKW

Lvd

ik

ETN

gl

0€TA

8211
LT

€21a

T21a
(A
611a

235
€111

TTTL
0711
60TA
80TH

90TT
S0TH

€STA
¢STd

0STY
6V
8¥TA
LYTA
VTN
SPTA
44T
ev1a
[44%e
157429
ovTH
B6ETA

L

SETT
7eTQ
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT

19%

63%

16%

Chain 4-7:

9EA

€D
€eT
zen
Ted

62a

LTV

44

HANM S W ON~0 0o N M
B S A s s T w0 w0
R =] P
PEHARENMX>E S < [

(U258
B6ETA

L

SETT
7eTQ
€ETT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

62% 19%

17%

Chain 5-7Z:

€91
298

094

83K

0S84

8%
Lyd

Eig!

EVN

RLDWIDE

el
0v1
6€D

LED
9EA

ved
eel
zen

N~ 0 0 -
o NN o
< >=A B

w0 o O
— = N
oA R

©
—
2}

QT4

N o
o
XA >

o
—
(=]

D
IQ

x|
9a
sb
s

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 67

€GTX
CS1d

0GTV
67TH
8YTA
LYTH
9FTH
SYTA
i44%
£V1a
[44%s
15749
oI
6ETA

*

vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

T€T1
0€Ta

19%

N OO - NIl ©
Eﬁ‘ 0 W W w w
Asm<> B=m

63%

17%

Chain 6-Z:

€91
298

093

8SKW
L8Y

Svd

ETN

70
071
6€D

LED
9EA

€0
eel1
4.1
Ted

6ca

Lev

44

H NS ONORO [SUN]
B S S S S o) w0 w0
oo o oo =
>EHAmL>NXNNXB> S < A >

oIy
6ETA

*

SETT
vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0ETa

19%

65%

15%

Chain 7-7Z:

LT

€21a

Te1a
0zTa
611Q

1435
€111

TTTL
0TTT
60TA
80TH

90TT
SoTd

20Ts

169
964

vea
€64

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

63% 19%

17%

Chain 8-7:

9EA

€0
€e1
zen
Ted

620

LV

44

8211
LT

€21a

Te1a
(T4
611Q

425

169
964
S6e4
v6a
€64
261

064
68V

L8
984

v8v
€84

78D

9LW

- <+
~ ~
< o

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

64%

16%

Chain 9-7Z:

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 68

€91
298

093

8GH
L8
9GH
SGL

2SA
T8y
084

8va
Lv3

Svd

EVN

el
071
6€D
8€Y
LED
9EA

€D
eel
ceN
1€d

62a
8cA
Lev

j44:

0c4d
61d
8T4

914
ST4
471
€1a
(458

ota

SN LON0RO (o]
B R R AT w
B R B IR R e I I | =
PHAME X XB>E< A >

(0458
6ETA

*

SETT
vera
€ETH

e Molecule 3

TE€T1
0E€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

63%

17%

Chain 10-Z

€91
298

093

8GN
L83
9GH
SGL

[
e}
=

T8V
0S4

8va

2 ~
EEH

EVN

071
6€D
8€Y
LED
9EA

€0
eel
4.1
T€d

6ca
8CA
Lev

j44:

0c4d
61d
8T4

9T1d
ST4

H NS ONODO [S\]
B M S S M S o 0 w0
R ] =
PEHALE MMXDS < A o>

(048
6ETA

*

SETT
vera
€ETH

e Molecule 3

T€T1
0€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

62% 19%

17%

Chain 11-Z

S94

298

093

8SKW
L83

T8V
054

8¥%a
L3

Sve

EVN

70
071
6€D
8¢
LED
9EA

€e1
4.1
Ted

6ca
8CTA
Lev

44

0zd

© o
-
(S =)

914
ST4
PIA
€1a

]
—
x

oTa

~ -
LIJIQ

9a

s

0€TA

8211
LT

€21a

Te1a
(axc
61Ta

435
€111

TT1L
0TTT
60TA
80TH

90TT
SOTd

169
964
64
vea
€64

064
68V
884
L8N
984

v8v
€84
28l
18D

LN

MYOSIN ESSENTTAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

e Molecule 3

19%

64%

16%

Chain 12-7

Lvd

ved
€e1
4.1
Ted

62a
8CTA
L2V

44

ozd
610
814

H AN M WO~ 0000 N M
BT T S A o) w w0
R ] =
>EHALENXNXB> S < >

914
STd
7IA
€1a
T

N
~
IIII‘G II

otra
6a

L3

sb
s

884

S8a
v8v
€84
28l
18D

9LI

TLY

© O
© ©
o

e Molecule 3

S94

(U258
B6ETA

SETT
veTa
€ETT

TETT
0€Ta

MYOSIN ESSENTTAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 69

19%

63%

17%

Chain 13-Z

ved
€e1
4.1
Ted

62
8CA
LTV

44

ozd
61d
814

914
ST4

DO A NMF W ON DO N M
L IR S A S T A s T n w0
e ] ]
PX>HNALENMXE S [

SETT
veTQ
€ETT

e Molecule 3

TETT
0€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

64%

16%

Chain 14-7

ved
€e1
zen
Ted

N~ 0 O
ISRl
<>QI

<
3]
~

W o O
= -
[ ==N

914
STd
YA
€1a
(421

DO HANMF W ON0NO N M
IR S T R s A s T 0 w0
e ] P
P >HNALEMX>E S [

otra

16D
964
S64
v6a
€64

064
68V
884
L8KW
984

vev
€84
28l
78D

9LIW

YLD

CTLA

—
~
<

6971

oo}
©
12

e Molecule 3

S94

SETT
7eTQ
€ETT

TETT
0€Ta

MYOSIN ESSENTITAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

63%

17%

Chain 15-Z

€91
298

094

8SIW
LS4
9SH
SSL

TSA
TSy
0S84

8%
Lvd

Eig!

EVN

el
0%1
6€D
8€Yd
LED
9EA

ved
eel
e
Ted

620
8CA
LTV

44

oz4d
61d
814

914
ST4d

€1a
(428

ota

D
IQ

9a
sb

HAM S W ON0 0o N M
B T s A s T wn o
R ] P
PEHARENMX> S [

(258
6ETA

L

SETT
7eTQ
€ETT

e Molecule 3

TETT
0€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

63%

17%

Chain 16-Z

€91
298

094

8K
LS4
9SH
SSL

TSA
TSy
0S84

8%
LyHd

Eig!

EVN

el
0%1
6€D
8€Y
LED
9EA

ved
eel
zeN
Ted

620
8CA
x4

44

oz4d
61d
814

LD

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 70

HNOSLONODO [S\]
B S S S S o w0 w0
o o o =
>EHAmL>NXNNXB>S< A >

oIy
6ETA

*

SETT
vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0ETa

19%

64%

16%

Chain 17-7Z:

9EA

€D
€e1
4.1
Ted

62a

LTV

44

HAN MW ON 000 N M
B S S S S S o w w0
oo o =
EHALENXXB> S < >

(U258
BETA

*

SETT
veTa
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

19%

63%

16%

Chain 18-7Z:

9EA

veD
€e1
cen
Ted

62

LTV

44

NOSWON0DOMENM®
LIS T T OIDWL W
B I e
HAak>KKES S <O aA >

157299
(U258
B6ETA

L

SETT
veTQ
€ETT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

19%

62%

17%

Chain 19-7Z:

9EA

€D
€eT
zen
Ted

620

LTV

44

425

HANM S W ON~0 0o N M
B S A s s s T wn w0
R ] P
PEHARENMX>E S < [

(U258
B6ETA

L

SETT
7eTQ
€ETT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

19%

63%

17%

Chain 20-Z:

€91
298

094

8SKW

0S84

87
Lyd

Eig!

EVN

RLDWIDE

el
0v1
6€D

LED
9EA

ved
eel
zen

N~ 0 0 -
o NN o
< >=A 2

w0 o O
— = N
[ =N=N

©
—
2}

QT4

N o
o
XA >

o
—
(=]

D
IQ

x|
9a
sb
s

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 71

H NS ONODO [S]
B S S M S o) w0 w0
o oo o o o =
PHAME X XBEED< A >

(048
6ETA

*

SETT
vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

T€T1
0€Ta

19%

N OO - NIl ©
Eﬁ‘ 0 W W w w
Asm<> B=m

62%

17%

Chain 21-7Z:

€91
298

093

8SKW
L8Y

Svd

ETN

70
071
6€D

LED
9EA

€0
eel1
4.1
Ted

6ca

Lev

44

€STA
CS1d

0GTV
67TH
8¥TA
LYTH
9YTH
SYTA
i4A%
ev1a
(4745
157429
oIy
6ETA

*

vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

19%

64%

15%

Chain 22-7:

9EA

€D
€e1
4.1
Ted

62a

L3V

44

8211
LT

€21a

Teia
(A
61Ta

169
964
Sy
vea
€64
261

064
68V

L8N
984

v8v
€84

18D

LN

<
~
o

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

62%

17%

Chain 23-7Z:

9EA

€0
€e1
zen
Ted

620

LV

44

425

N FWON0DNO N M
B M T s = Yo w0 w0
e ] =
HAL>NXMX>=< o>

157299
(U258
B6ETA

L

SETT
veTa
€ETT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

19%

64%

15%

Chain 24-7:

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 72

€91
298

093

8GH
L8
9GH
SGL

2SA
T8y
084

8va
Lv3

Svd

EVN

el
071
6€D
8€Y
LED
9EA

€D
eel
ceN
1€d

62a
8cA
Lev

j44:

0c4d
61d
8T4

-
oo}
[

914
ST4
471
€1a
(458

Iq‘l
~
o

ota

8¢11
LTTH

€¢1d

121a
0gTd
611Q

68V
884
L8
984
S8a
w8V
€84
28l

9 LN

TLY

© o
© ©
[ZTg )

S94

NOYWON®OD O (o]
T S o) w
DI I B B R R e ] =
HAL>NMXM>S =< A >

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

157499
(0458
6ETA

vera
€ETH

T€T1
0ETA

e Molecule 3

19%

62%

. 17%

Chain 25-7Z

€91
298

093

8GN
L83
9GH
SGL

[
e}
=

T8V
0S4

8va

2 ~
EEH

EVN

071
6€D
8€Y
LED
9EA

€0
eel
4.1
T€d

6ca
8CA
Lev

j44:

0c4d
61d
8T4

9T1d
ST4

H NS ONODO [S\]
B M S S M S o 0 w0
R ] =
PEHALE MMXDS < A o>

(048
6ETA

*

SETT
vera
€ETH

e Molecule 3

T€T1
0€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

62% 19%

. 17%

Chain 26-7Z

S94

298

093

8SKW
L83

T8V
054

8¥%a
L3

Sve

EVN

70
071
6€D
8¢
LED
9EA

€e1
4.1
Ted

6ca
8CTA
Lev

44

0zd

© o
-
(S =)

914
ST4
PIA
€1a

]
—
x

oTa

~ -
LIJIQ

9a

s

0€TA

8211
LT

€21a

Te1a
(axc
61Ta

435
€111

TT1L
0TTT
60TA
80TH

90TT
SOTd

169
964
64
vea
€64

064
68V
884
L8N
984

v8v
€84
28l
18D

LN

¥.LD

SETT
vera
€ETH

e Molecule 3

TETT

MYOSIN ESSENTTAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

63%

. 17%

Chain 27-7Z

Lvd

ved
€e1
4.1
Ted

62a
8CTA
L2V

44

ozd
610
814

914
STd
7IA
€1a
T

otra
6a

L3

sb
s

169
964
64
vea
€64

064
68V
884
L8N
984

v8v
€84

28l
18D

9LI

YLD

H AN M WO~ 0000 N M
BT T S A o) w w0
R ] =
>EHALENXNXB> S < >

(U258
B6ETA

L

SETT
veTa
€ETT

e Molecule 3

TETT
0€Ta

MYOSIN ESSENTTAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 73

19%

62%

. 17%

Chain 28-7

ved
€e1
4.1
Ted

62
8CA
LTV

44

ozd
61d
814

914
ST4

425

S64

064
68V
884
L8KW
984

v8v
€84
28l
78D

9.LI

<
~
O
RO HNMFLON®ORNOHNM®
MILFIFII SIS OO0 W
e ]
PX>HNALENMXE S [

CTLA
TLY

691

0
©
)

e Molecule 3

S94

SETT
veTQ
€ETT

TETT
0€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

64%

15%

Chain 29-7Z

€91
298

8SKW

ved
€e1
zen
Ted

62
8CA

~
o
<

<
3]
~

W o O
= -
[ ==N

914
STd
YA
€1a
(421

DO HANMF W ON0NO N M
IR S T R s A s T 0 w0
e ] P
P >HNALEMX>E S [

otra

16D
964
S64
v6a
€64

064
68V
884
L8KW
984

vev
€84
28l
78D

9LIW

YLD

CTLA

—
~
<

6971

oo}
©
12

e Molecule 3

S94

SETT
7eTQ
€ETT

TETT
0€Ta

MYOSIN ESSENTITAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

64%

. 16%

Chain 30-Z

€91
298

094

8SIW
LS4
9SH
SSL

TSA
TSy
0S84

8%
Lvd

Eig!

EVN

el
0%1
6€D
8€Yd
LED
9EA

ved
eel
e
Ted

620
8CA
LTV

44

oz4d
61d
814

914
ST4d

€1a
(428

ota

D
IQ

9a
sb

HAM S W ON0 0o N M
B T s A s T wn o
R ] P
PEHARENMX> S [

(258
6ETA

L

SETT
7eTQ
€ETT

e Molecule 3

TETT
0€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

62% 19%

17%

Chain 31-Z

S94

€91
298

094

8K
LS4
9SH
SSL

2SA
TSV

=3
0
29

8%
Lvd

Eig!

EVN

el
0v1
6€D
8€Y
LED
9EA

eel
zeN
Ted

620
8CA
x4

44

oz4d

814

914
ST4
vIA
€1a

]
—
4

ota

N~ D
WIQ

9a

s

0€1a

8CT1
LT

€21a

T21a
0zTa
6110

435
€TT1

TT1L
0171
60TA
80TH

9071
S0Td

25

TLY

© O
©0 ©
B

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 74

€STA
CS1d

0GTV
67TH
8¥TA
LYTH
9YTH
SYTA
i4A%
ev1a
[44%s
15479
oIy
6ETA

*

SETT
vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT

19%

63%

17%

Chain 32-7Z:

9EA

€D
€e1
4.1
Ted

62a

LTV

44

HAN MW ON 000 N M
B S S S S S o w w0
oo o =
EHALENXXB> S < >

(U258
BETA

*

SETT
veTa
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

19%

63%

17%

Chain 33-Z:

9EA

veD
€e1
cen
Ted

62

LTV

44

NOSWON0DOMENM®
LIS T T OIDWL W
B I e
HAak>KKES S <O aA >

157299
(U258
B6ETA

L

SETT
veTQ
€ETT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

19%

63%

17%

Chain 34-7:

9EA

€D
€eT
zen
Ted

620

LTV

44

HANM S W ON~0 0o N M
B S A s s s T wn w0
R ] P
PEHARENMX>E S < [

(U258
B6ETA

L

SETT
7eTQ
€ETT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

63% 19%

17%

Chain 35-Z:

YA

D
IQ

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 75

0€Td

81T
LTTH

€21a

Te1a
0gTd
611d

235
€111

TTTL
0TT1T
60TA
80TH

9071
SO0Td

€GTX
CS1d

0GTV
67TH
8YTA
LYTH
9FTH
SYTA
i44%
£V1a
[44%s
15749
oI
6ETA

*

SETT
vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

T€T1

62% 19%

18%

Chain 36-7Z:

S94

€91
298

093

8SKW

Lv3

Svd

ETN

70

0€TA

8211
LT

€21a

Te1a
(axc
611d

435

TT1L
0TTT
60TA
80TH

90TT
SOoTd

€STA
CS1d

0GTV
67TH
8¥TA
LYTH
9VTH
SYTA
j44%
ev1a
(445
15479
(07491
6ETA

L

vera
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT

19%

63%

17%

Chain 37-Z:

9EA

€D
€e1
4.1
Ted

62a

L3V

44

€STA
CS1d

0STV
6V
8¥TA
LYTH
VTN
SYTA
44T
ev1a
(47458
157429
(U258
B6ETA

L

veTa
€ETH

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT
0€Ta

62% 19%

17%

Chain 38-7Z:

S94

8SKW

Lvd

S¥H

ETN

gl

0€Ta

8211
LT

€21a

T21a
(74
611Q

435
€111

TTTL
0TTT
60TA
80TH

9011
(o) 5

€STA
¢STd

0STVY
6V
8¥TA
LY
VTN
SPTA
i4A%S
€¥Ta
f44%ce
157429
0vTH
6ETA

L

SETT
7eTQ
€ETHT

e Molecule 3: MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

TETT

63% 19%

17%

Chain 39-7Z:

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 76

€91
298

093

8GH
L8
9GH
SGL

2SA
T8y
084

8va
Lv3

Svd

EVN

el
071
6€D
8€Y
LED
9EA

€D
eel
ceN
1€d

62a
8cA
Lev

j44:

0c4d
61d
8T4

914
ST4
471
€1a
(458

ota

SN LON0RO (o]
B R R AT w
B R B IR R e I I | =
PHAME X XB>E< A >

(0458
6ETA

*

SETT
vera
€ETH

e Molecule 3

TE€T1
0E€Ta

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

61% 19%

: 19%

Chain 40-Z

994

€91
298

093

8GN
L83

084

8va

5

Sve

EVN

071
6€D
8€Y
LED
9EA

eel
4.1
T€d

6ca
8CA
Lev

j44:

0c4d

8T4

9T1d
ST4
vIA
€1a

]
-
x

ota

-3
[=]

0€Td

8CTT
LTTH

€21a

Te1a
0gTd
611d

435

TTTL
OTT1T
60TA
80TH

9071
SOoTd

68V
884
L8
984

w8V
€84
Z8lL

L b
5] &

¥.LD

£
L

TLY

© o
© ©
2T

e Molecule 3

W ON00 O o]
RS M S o w W
e s ] =
B> MMXDE =< A >

MYOSIN ESSENTIAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

£v1a
[44%s
15749
(07491
6ETA

vera
€ETH

TETT

19%

63%

17%

Chain 41-7Z

€91
298

093

8SKW
L8Y
9GH

€0
€e1
4.1
Ted

6ca
8CTA
Lev

44

0zd
61

©
-
[

914

169
964
S64
vea
€64

064
68V
884
L8N
984

v8v
€84
28l
18D

LI

€STA
CS1d

0GTV
67TH
8¥TA

DO =AM WO N
ST S S S S S
Ao
S >EAL> XM

vera
€ETH

e Molecule 3

TETT
0ETa

MYOSIN ESSENTTAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

19%

64%

15%

Chain 42-7

€91
298

8SKW

ved
€e1
4.1
Ted

62a
8CTA
L2V

44

ozd
610
814

H AN M WO~ 0000 N M
BT T S A o) w w0
R ] =
>EHALENXNXB> S < >

914
STd
7IA
€1a
T

L

otra
6a

L3

sb
s

169
964
64
vea
€64

064
68V
884
L8N
984

v8v
€84
28l
18D

9LI

YLD

CTLA
TLY

691

oo}
©
[

e Molecule 3

S94

(U258
B6ETA

SETT
veTa
€ETT

TETT
0€Ta

MYOSIN ESSENTTAL LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-1561, 2WA4T

wwPDB EM Validation Summary Report

Page 77

19%

64%

. 16%

Chain 43-7Z

ved
€e1
4.1
Ted

62
8CA
LTV

44

ozd
61d
814

914
ST4

S64

064
68V
884
L8KW
984

v8v
€84
28l
78D

9.LI

<
&
o
DO AT WON®DDO MM
OIFEIFS TS TS W00 W
P T T T T I e e e
SM-HMARPKEKEEE<OA >

CTLA
TLY

691

0
©
)

S94

SETT
veTQ
€ETT

TETT
0€Ta

O

R LDWIDE
PROTEIN DATA BANK

W



Page 78

wwPDB EM Validation Summary Report

EMD-1561, 2W4T

4 Experimental information (i)

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

Number of segments used Not provided

Resolution determination method | FSC 0.5 CUT-OFF Depositor
CTF correction method Not provided

Microscope FEI/PHILIPS CM300FEG/T Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) Not provided

Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification Not provided

Image detector TVIPS TEMCAM-F224 (2k x 2k) 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 1-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 2-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 3-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 4-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 5-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 6-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 7-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 8-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 9-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 10-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 11-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 12-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 13-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 14-C 2.31 90/6339 (1.4%) 2.46 107,/8536 (1.3%)
1 15-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 16-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 17-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 18-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 19-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 20-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 21-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 22-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 23-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 24-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 25-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 26-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 27-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 28-C 2.31 90/6339 (1.4%) 2.46 107,/8536 (1.3%)
1 29-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 30-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 31-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 32-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 33-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 34-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)

EMD-1561, 2W4T
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #4Z| >5 RMSZ #|Z| >5
1 35-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 36-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 37-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 38-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 39-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 40-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 41-C 2.31 90/6340 (1.4%) 2.46 107/8539 (1.3%)
1 42-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
1 43-C 2.31 90/6339 (1.4%) 2.46 107/8536 (1.3%)
2 1-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 2-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 3-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 4-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 5-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 6-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 7Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 8Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 9-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 10-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 11-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 12-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 13-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 14-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 15-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 16-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 17-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 18-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 19-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 20-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 21-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 22-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 23-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 24-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 25-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 26-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 27-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 28-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 29-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 30-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 31-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 32-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 33-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 34-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #4Z| >5 RMSZ #|Z| >5
2 35-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 36-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 37-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 38-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 39-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 40-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 41-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 42-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
2 43-Y 0.87 9/1104 (0.8%) 1.38 11/1472 (0.7%)
3 1-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 2-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 3-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 4-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 5-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 6-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 7-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 8-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 9-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 10-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 11-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 12-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 13-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 14-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 15-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 16-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 17-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 18-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 19-Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 20-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 21-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 22-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 23-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 24-7, 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 25-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 26-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 27-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 28-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 29-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 30-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 31-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 32-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 33-7Z 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
3 34-7 0.76 9/1222 (0.7%) 1.34 11/1644 (0.7%)
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #4Z| >5 RMSZ #|Z| >5
3 | 352 | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 36Z | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 37Z | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 38Z | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 39Z | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 40Z | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 412 | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 427 | 076 0/1222 (0.7%) 134 | 11/1644 (0.7%)
3 | 43Z | 0.76 0/1222 (0.7%) 134 | 11/1644 (0.7%)
All | Al | 2.02 | 4644/372622 (1.2%) | 2.22 | 5547/501117 (1.1%)

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

<
)

Chain | #Chirality outliers | #Planarity outliers
1-C 0 5
2-C
3-C
4-C
5-C
6-C
7-C
8-C
9-C
10-C
11-C
12-C
13-C
14-C
15-C
16-C
17-C
18-C
19-C
20-C
21-C
22-C
23-C
24-C
25-C

UG YUY JUNTY VY (UG JUIY UITY U (U JUnY Uiy Uy YU Uy Uy Uy Uy IOy juny Gy juny gy Juny |y o
OO OO OO OO OO OO OO O OO OO OO O
(@SN AN IEN | N6 | Nep] Vo) Ne)) SN BTN Ne)]) (VAN ITSN & | ITeN BVAN He) ] Nep] Hep] ITaN) VAN (RTAN) VAN TSN

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK



Page 83 wwPDB EM Validation Summary Report EMD-1561, 2W4T

Continued from previous page...

Mol | Chain | #Chirality outliers | #Planarity outliers
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The worst 5 of 4644 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
1 1-C 498 | GLU C-N 112.86 2.91 1.33
1 2-C 498 | GLU C-N 112.86 2.91 1.33
1 3-C 498 | GLU C-N 112.86 2.91 1.33
1 4-C 498 | GLU C-N 112.86 2.91 1.33
1 5-C 498 | GLU C-N 112.86 291 1.33

The worst 5 of 5547 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 1-C 505 | ILE | O-C-N | -66.49 16.61 123.00
1 2-C 505 | ILE | O-C-N | -66.49 16.61 123.00
1 3-C 505 | ILE | O-C-N | -66.49 16.61 123.00
1 4-C 505 | ILE | O-C-N | -66.49 16.61 123.00
1 5-C | 505 | ILE | O-C-N | -66.49 16.61 123.00

There are no chirality outliers.

5 of 260 planarity outliers are listed below:
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Mol | Chain | Res | Type | Group

1-C 115 | TYR | Mainchain
1-C 691 | LEU | Mainchain
1-C 705 | LYS | Mainchain
1-C 76 SER | Mainchain
1-C 824 | TRP | Mainchain

= = = =] =

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 1-C 6215 0 6178 2718 0
1 2-C 6215 0 6182 2710 0
1 3-C 6215 0 6179 2682 0
1 4-C 6215 0 6182 2714 0
1 5-C 6215 0 6168 2819 0
1 6-C 6215 0 6184 2708 0
1 7-C 6215 0 6143 3072 0
1 8-C 6215 0 6165 2957 0
1 9-C 6215 0 6169 2862 0
1 10-C 6215 0 6185 2662 0
1 11-C 6215 0 6183 2660 0
1 12-C 6215 0 6181 2707 0
1 13-C 6215 0 6182 2685 0
1 14-C 6215 0 6184 2720 0
1 15-C 6215 0 6171 2748 0
1 16-C 6215 0 6185 2664 0
1 17-C 6215 0 6183 2683 0
1 18-C 6215 0 6171 2842 0
1 19-C 6215 0 6170 2839 0
1 20-C 6215 0 6169 2844 0
1 21-C 6215 0 6178 2754 0
1 22-C 6215 0 6175 2794 0
1 23-C 6215 0 6181 2715 0
1 24-C 6215 0 6178 2769 0
1 25-C 6215 0 6179 2705 0
1 26-C 6215 0 6179 2661 0
1 27-C 6215 0 6183 2727 0
1 28-C 6215 0 6163 2906 0
1 29-C 6215 0 6167 2866 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 30-C 6215 0 6183 2662 0
1 31-C 6215 0 6168 2887 0
1 32-C 6215 0 6180 2751 0
1 33-C 6215 0 6184 2667 0
1 34-C 6215 0 6175 2766 0
1 35-C 6215 0 6172 2843 0
1 36-C 6215 0 6185 2656 0
1 37-C 6215 0 6185 2659 0
1 38-C 6215 0 6181 2709 0
1 39-C 6215 0 6180 2702 0
1 40-C 6215 0 6180 2693 0
1 41-C 6215 0 6168 2791 0
1 42-C 6215 0 6176 2692 0
1 43-C 6215 0 6159 2891 0
2 1-Y 1088 0 1066 473 0
2 2-Y 1088 0 1066 476 0
2 3-Y 1088 0 1066 481 0
2 4-Y 1088 0 1066 490 0
2 5-Y 1088 0 1064 494 0
2 6-Y 1088 0 1066 472 0
2 7-Y 1088 0 1066 515 0
2 8-Y 1088 0 1063 499 0
2 9-Y 1088 0 1065 018 0
2 10-Y 1088 0 1066 478 0
2 11-Y 1088 0 1066 478 0
2 12-Y 1088 0 1066 473 0
2 13-Y 1088 0 1066 481 0
2 14-Y 1088 0 1066 480 0
2 15-Y 1088 0 1066 475 0
2 16-Y 1088 0 1066 480 0
2 17-Y 1088 0 1066 478 0
2 18-Y 1088 0 1063 482 0
2 19-Y 1088 0 1066 477 0
2 20-Y 1088 0 1066 483 0
2 21-Y 1088 0 1066 ATT7 0
2 22-Y 1088 0 1066 485 0
2 23-Y 1088 0 1066 487 0
2 24-Y 1088 0 1066 475 0
2 25-Y 1088 0 1064 486 0
2 26-Y 1088 0 1065 508 0
2 27-Y 1088 0 1066 480 0
2 28-Y 1088 0 1054 563 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
2 29-Y 1088 0 1064 662 0
2 30-Y 1088 0 1066 482 0
2 31-Y 1088 0 1066 484 0
2 32-Y 1088 0 1066 480 0
2 33-Y 1088 0 1066 478 0
2 34-Y 1088 0 1066 485 0
2 35-Y 1088 0 1062 504 0
2 36-Y 1088 0 1066 479 0
2 37-Y 1088 0 1066 480 0
2 38-Y 1088 0 1066 482 0
2 39-Y 1088 0 1064 479 0
2 40-Y 1088 0 1066 485 0
2 41-Y 1088 0 1066 472 0
2 42-Y 1088 0 1057 634 0
2 43-Y 1088 0 1066 478 0
3 1-Z 1198 0 1120 510 0
3 2-7Z 1198 0 1120 018 0
3 3-7Z 1198 0 1120 512 0
3 4-7, 1198 0 1120 017 0
3 5-7 1198 0 1120 521 0
3 6-7Z 1198 0 1117 502 0
3 7-7Z 1198 0 1114 740 0
3 8-7Z 1198 0 1120 246 0
3 9-7Z 1198 0 1120 236 0
3 10-Z 1198 0 1120 204 0
3 11-7 1198 0 1120 499 0
3 12-7 1198 0 1120 516 0
3 13-Z 1198 0 1120 502 0
3 14-7 1198 0 1120 207 0
3 15-7Z 1198 0 1120 502 0
3 16-Z 1198 0 1120 207 0
3 17-Z 1198 0 1120 206 0
3 18-7Z 1198 0 1120 531 0
3 19-Z 1198 0 1120 5933 0
3 20-7Z 1198 0 1120 509 0
3 21-7Z 1198 0 1120 014 0
3 22-7 1198 0 1120 045 0
3 23-7 1198 0 1120 208 0
3 24-7 1198 0 1118 270 0
3 25-7 1198 0 1120 519 0
3 26-7Z 1198 0 1118 531 0
3 27-7 1198 0 1117 017 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 28-7 1198 0 1115 590 0
3 29-7 1198 0 1115 649 0
3 30-Z 1198 0 1120 512 0
3 31-7Z 1198 0 1118 614 0
3 32-7 1198 0 1120 524 0
3 33-7Z 1198 0 1120 511 0
3 34-7Z 1198 0 1120 510 0
3 35-7Z 1198 0 1116 561 0
3 36-Z 1198 0 1120 502 0
3 37-7Z 1198 0 1120 013 0
3 38-7Z 1198 0 1120 510 0
3 39-7Z 1198 0 1120 201 0
3 40-7Z 1198 0 1120 515 0
3 41-7 1198 0 1117 529 0
3 42-7, 1198 0 1115 655 0
3 43-7 1198 0 1120 506 0

All All 365543 0 359490 154231 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 213.

The worst 5 of 154231 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:C:503:GLU:HG3 | 1:C:761:PHE:CE1 1.20 1.71
1:C:505:1ILE:HB 1:C:761:PHE:CD1 1.21 1.71
1:C:285:PHE:CZ 1:C:312:ILE:CG2 1.75 1.70
1:C:505:1LE:CB 1:C:762:PHE:HA 1.23 1.69
1:C:285:PHE:CZ 1:C:312:ILE:CG2 1.75 1.68

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.
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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 1-C 758/831 (91%) 608 (80%) 16
1 2-C 756/831 (91%) 604 (80%) 15
1 3-C 758/831 (91%) 606 (80%) 16
1 4-C 758/831 (91%) 605 (80%) 15
1 5-C 756,/831 (91%) 605 (80%) 16
1 6-C 758/831 (91%) 608 (80%) 16
1 7-C 758/831 (91%) 607 (80%) 16
1 8-C 758/831 (91%) 607 (80%) 15
1 9-C 756,/831 (91%) 606 (80%) 16
1 10-C 758/831 (91%) 606 (80%) 16
1 11-C 758/831 (91%) 606 (80%) 15
1 12-C 758/831 (91%) 606 (80%) 16
1 13-C 756/831 (91%) 604 (80%) 15
1 14-C 756/831 (91%) 605 (80%) 15
1 15-C 758/831 (91%) 608 (80%) 16
1 16-C 758/831 (91%) 606 (80%) 16
1 17-C 756/831 (91%) 604 (80%) 15
1 18-C 758/831 (91%) 607 (80%) 15
1 19-C 758/831 (91%) 605 (80%) 15
1 20-C 758 /831 (91%) 606 (80%) 16
1 21-C 758/831 (91%) 605 (80%) 15
1 22-C 758/831 (91%) 607 (80%) 16
1 23-C 756/831 (91%) 603 (80%) 15
1 24-C 756/831 (91%) 605 (80%) 16
1 25-C 756/831 (91%) 602 (80%) 15
1 26-C 756/831 (91%) 604 (80%) 15
1 27-C 758/831 (91%) 607 (80%) 16
1 28-C 756/831 (91%) 604 (80%) 15
1 29-C 756/831 (91%) 605 (80%) 15
1 30-C 758/831 (91%) 605 (80%) 15

Continued on next page...
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Percentiles

Mol | Chain Analysed Favoured Allowed | Outliers
3 7-7Z 149/151 (99%) 104 (70%)
3 8-7Z 149/151 (99%) 104 (70%)
3 9-7 149/151 (99%) 104 (70%)
3 10-Z 149/151 (99%) 104 (70%)
3 11-7Z 149/151 (99%) 104 (70%)
3 12-7 149/151 (99%) 104 (70%)
3 13-Z 149/151 (99%) 104 (70%)
3 14-7 149/151 (99%) 104 (70%)
3 15-7Z 149/151 (99%) 104 (70%)
3 16-7Z 149/151 (99%) 104 (70%)
3 17-7 149/151 (99%) 104 (70%)
3 18-Z 149/151 (99%) 104 (70%)
3 19-Z 149/151 (99%) 104 (70%)
3 20-7Z 149/151 (99%) 104 (70%)
3 21-7 149/151 (99%) 104 (70%)
3 22-7 149/151 (99%) 104 (70%)
3 23-7 149/151 (99%) 104 (70%)
3 24-7, 149/151 (99%) 104 (70%)
3 25-7 149/151 (99%) 104 (70%)
3 26-7 149/151 (99%) 104 (70%)
3 27-7 149/151 (99%) 104 (70%)
3 28-7. 149/151 (99%) 104 (70%)
3 29-7 149/151 (99%) 104 (70%)
3 30-Z 149/151 (99%) 104 (70%)
3 31-7Z 149/151 (99%) 104 (70%)
3 32-7 149/151 (99%) 104 (70%)
3 33-7Z 149/151 (99%) 104 (70%)
3 34-7 149/151 (99%) 104 (70%)
3 35-7Z 149/151 (99%) 104 (70%)
3 36-7Z 149/151 (99%) 104 (70%)
3 37-7 149/151 (99%) 104 (70%)
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
3 38-7Z 149/151 (99%) 104 (70%) 36 (24%) 9 (6%)
3 39-7Z 149/151 (99%) 104 (70%) 36 (24%) 9 (6%)
3 40-7Z 149/151 (99%) 104 (70%) 36 (24%) 9 (6%)
3 41-7 149/151 (99%) 104 (70%) 36 (24%) 9 (6%)
3 42-7, 149/151 (99%) 104 (70%) 36 (24%) 9 (6%)
3 43-7 149/151 (99%) 104 (70%) 36 (24%) 9 (6%)
All All 44731/48074 (93%) | 34583 (77%) | 7834 (18%) | 2314 (5%)

5 of 2314 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1-C 27 ALA
1-C 366 ARG
1-C 368 ARG
1-C 371 GLN
1-C 542 ALA

—| =] = =] =

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all PDB entries followed by that with respect to all EM
entries.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 1-C 678/724 (94%) 579 (85%) 99 (15%)
1 2-C 678/724 (94%) 579 (85%) 99 (15%)
1 3-C 678/724 (94%) 579 (85%) 99 (15%)
1 4-C 678/724 (94%) 579 (85%) 99 (15%)
1 5-C 678/724 (94%) 579 (85%) 99 (15%)
1 6-C 678/724 (94%) 579 (85%) 99 (15%)
1 7-C 678/724 (94%) 579 (85%) 99 (15%)
1 8-C 678/724 (94%) 579 (85%) 99 (15%)
1 9-C 678/724 (94%) 579 (85%) 99 (15%)
1 10-C 678/724 (94%) 579 (85%) 99 (15%)

Continued on next page...
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Percentiles

Mol | Chain Analysed Rotameric | Outliers
1 11-C 678/724 (94%) 579 (85%) 99 (15%)
1 12-C 678/724 (94%) 579 (85%) 99 (15%)
1 13-C 678/724 (94%) 579 (85%) 99 (15%)
1 14-C 678/724 (94%) 579 (85%) 99 (15%)
1 15-C 678/724 (94%) 579 (85%) 99 (15%)
1 16-C 678/724 (94%) 579 (85%) 99 (15%)
1 17-C 678/724 (94%) 579 (85%) 99 (15%)
1 18-C 678/724 (94%) 579 (85%) 99 (15%)
1 19-C 678/724 (94%) 579 (85%) 99 (15%)
1 20-C 678/724 (94%) 579 (85%) 99 (15%)
1 21-C 678/724 (94%) 579 (85%) 99 (15%)
1 22-C 678/724 (94%) 579 (85%) 99 (15%)
1 23-C 678/724 (94%) 579 (85%) 99 (15%)
1 24-C 678/724 (94%) 579 (85%) 99 (15%)
1 25-C 678/724 (94%) 579 (85%) 99 (15%)
1 26-C 678/724 (94%) 579 (85%) 99 (15%)
1 27-C 678/724 (94%) 579 (85%) 99 (15%)
1 28-C 678/724 (94%) 579 (85%) 99 (15%)
1 29-C 678/724 (94%) 579 (85%) 99 (15%)
1 30-C 678/724 (94%) 579 (85%) 99 (15%)
1 31-C 678/724 (94%) 579 (85%) 99 (15%)
1 32-C 678/724 (94%) 579 (85%) 99 (15%)
1 33-C 678/724 (94%) 579 (85%) 99 (15%)
1 34-C 678/724 (94%) 579 (85%) 99 (15%)
1 35-C 678/724 (94%) 579 (85%) 99 (15%)
1 36-C 678/724 (94%) 579 (85%) 99 (15%)
1 37-C 678/724 (94%) 579 (85%) 99 (15%)
1 38-C 678/724 (94%) 579 (85%) 99 (15%)
1 39-C 678/724 (94%) 579 (85%) 99 (15%)
1 40-C 678/724 (94%) 579 (85%) 99 (15%)
1 41-C 678/724 (94%) 579 (85%) 99 (15%)

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles

1 | 42-C 678724 (94%) 579 (85%)

1 | 43-C 678724 (94%) 579 (85%)

2 1-Y 119/119 (100%) 106 (89%) 6|
2 2-Y 119/119 (100%) 106 (89%) 6|
2 3-Y 119/119 (100%) 106 (89%) 6|
2 4Y 119/119 (100%) 106 (89%) 6|
2 5-Y 119/119 (100%) 106 (89%) 6|
2 6-Y 119/119 (100%) | 106 (89%) 6|
2 7-Y 119/119 (100%) 106 (89%) 6|
2 8-Y 119/119 (100%) | 106 (89%) 6|
2 9-Y 119/119 (100%) 106 (89%) 6|
2 | 10-Y | 119/119 (100%) 106 (89%) 6|
2 | 11-Y | 119/119 (100%) 106 (89%) 6|
2 | 12-Y | 119/119 (100%) 106 (89%) 6|
2 | 13-Y | 119/119 (100%) 106 (89%) 6|
2 | 14Y | 119/119 (100%) 106 (89%) 6|
2 | 15Y | 119/119 (100%) 106 (89%) 6|
2 | 16-Y | 119/119 (100%) 106 (89%) 6|
2 | 17-Y | 119/119 (100%) 106 (89%) 6|
2 | 18Y | 119/119 (100%) 106 (89%) 6|
2 | 19°Y | 119/119 (100%) 106 (89%) 6|
2 | 20-Y | 119/119 (100%) 106 (89%) 6|
2 | 21-Y | 119/119 (100%) 106 (89%) 6|
2 | 22-Y | 119/119 (100%) 106 (89%) 6|
2 | 23-Y | 119/119 (100%) | 106 (89%) 6|
2 | 24Y | 119/119 (100%) 106 (89%) 6|
2 | 25-Y | 119/119 (100%) 106 (89%) 6|
2 | 26-Y | 119/119 (100%) 106 (89%) 6|
2 | 27-Y | 119/119 (100%) 106 (89%) 6|
2 | 28Y | 119/119 (100%) 106 (89%) 6|
2 | 29-Y | 119/119 (100%) 106 (89%) 6|

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
2 | 30-Y | 119/119 (100%) 106 (89%) 6| 21
2 | 31-Y 119/119 (100%) 106 (89%) 6] 21
2 | 32-Y | 119/119 (100%) 106 (89%) 6] 21
2 | 33Y | 119/119 (100%) 106 (89%) 6] 21
2 | 34Y | 119/119 (100%) 106 (89%) [
2 | 35Y | 119/119 (100%) 106 (89%) 6| 21
2 | 36-Y 119/119 (100%) 106 (89%) 6] 21
2 | 37-Y | 119/119 (100%) 106 (89%) 6| 21
2 | 38Y | 119/119 (100%) 106 (89%) 6] 21
2 | 39Y | 119/119 (100%) 106 (89%) 6| 21
2 | 40-Y 119/119 (100%) 106 (89%) 6] 21
2 | 41-Y | 119/119 (100%) 106 (89%) 6] 21
2 | 42-Y | 119/119 (100%) 106 (89%) 6] 21
2 43-Y 119/119 (100%) 106 (89%) 6] 21
3 1-7 127/127 (100%) 114 (90%) 23
3 2-7 127/127 (100%) 114 (90%) 23
3 3-7 127/127 (100%) 114 (90%) 23
3 4-7 127/127 (100%) 114 (90%) 23
3 5-7 127/127 (100%) 114 (90%) 23
3 6-Z 127/127 (100%) 114 (90%) 23
3 7-7 127/127 (100%) 114 (90%) 23
3 8-7 127/127 (100%) 114 (90%) 23
3 9-7 127/127 (100%) 114 (90%) 23
3 10-Z 127/127 (100%) 114 (90%) 23
3 11-7Z 127/127 (100%) 114 (90%) 23
3 12-7 127/127 (100%) 114 (90%) 23
3 13-7 127/127 (100%) 114 (90%) 23
3 14-7 127/127 (100%) 114 (90%) 23
3 15-7 127/127 (100%) 114 (90%) 23
3 16-Z 127/127 (100%) 114 (90%) 23
3 17-7 127/127 (100%) 114 (90%) 23

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 18-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 19-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 20-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 21-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 22-7, 127/127 (100%) 114 (90%) | 13 (10%) 23
3 23-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 24-7, 127/127 (100%) 114 (90%) | 13 (10%) 23
3 25-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 26-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 27-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 28-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 29-7. 127/127 (100%) 114 (90%) | 13 (10%) 23
3 30-Z 127/127 (100%) 114 (90%) | 13 (10%) 23
3 31-Z 127/127 (100%) 114 (90%) | 13 (10%) 23
3 32-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 33-Z 127/127 (100%) 114 (90%) | 13 (10%) 23
3 34-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 35-Z 127/127 (100%) 114 (90%) | 13 (10%) 23
3 36-Z 127/127 (100%) 114 (90%) | 13 (10%) 23
3 37-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 38-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 39-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 40-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 41-7 127/127 (100%) 114 (90%) | 13 (10%) 23
3 42-7, 127/127 (100%) 114 (90%) | 13 (10%) 23
3 43-7 127/127 (100%) 114 (90%) | 13 (10%) 23
All | Al | 39732/41710 (95%) | 34357 (86%) | 5375 (14%) | |6/ 14

5 of 5375 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 30-C | 694 ASN
1 37-C | 726 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 31-C | 529 ILE
1 30-C | 671 ILE
1 34-C | 288 ILE

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 2050
such sidechains are listed below:

Mol | Chain | Res | Type
2 39-Y | 121 ASN
1 41-C 33 ASN
2 39-Y | 115 ASN
1 17-C | 357 HIS
3 16-7Z 46 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.

5.4 Non-standard residues in protein, DNA, RNA chains (i)

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

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)

The following chains have linkage breaks:


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage
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Mol | Chain | Number of breaks
1 28-C 13
1 8-C 13
1 24-C 13
1 25-C 13
1 42-C 12
1 23-C 12
1 32-C 12
1 2-C 12
1 43-C 12
1 9-C 12
1 29-C 12
1 17-C 12
1 1-C 12
1 12-C 12
1 15-C 12
1 18-C 12
1 35-C 12
1 5-C 11
1 39-C 11
1 26-C 11
1 14-C 11
1 4-C 11
1 6-C 11
1 7-C 11
1 11-C 11
1 13-C 11
1 19-C 11
1 21-C 11
1 31-C 11
1 33-C 11
1 34-C 11
1 40-C 11
1 3-C 10
1 10-C 10
1 16-C 10
1 20-C 10
1 22-C 10
1 27-C 10
1 30-C 10
1 36-C 10
1 37-C 10
1 38-C 10
1 41-C 10
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The worst 5 of 483 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
42 C 800:LYS C 801:LEU N 3.10
23 C 800:LYS C 801:LEU N 2.77
5 C 800:LYS C 801:LEU N 2.74
32 C 800:LYS C 801:LEU N 2.62
39 C 800:LYS C 801:LEU N 2.52




Page 101 wwPDB EM Validation Summary Report EMD-1561, 2W4T

6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-1561. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

6.1 Orthogonal projections (i)

This section was not generated.

6.2 Central slices (i)

This section was not generated.

6.3 Largest variance slices (i)

This section was not generated.

6.4 Orthogonal standard-deviation projections (False-color) (i)

This section was not generated.

6.5 Orthogonal surface views (i)

This section was not generated.

6.6 Mask visualisation (i)

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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7 Map analysis (i)
This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

This section was not generated.

7.2 Volume estimate versus contour level (i)

This section was not generated.

7.3 Rotationally averaged power spectrum (i)

This section was not generated. The rotationally averaged power spectrum had issues being dis-
played.


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

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


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

This section was not generated.


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