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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.

Metric Percentile Ranks Value
Clashscore I 63
Ramachandran outliers | I 4 .4%
Sidechain outliers W 20.6%
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 125131 1336
Ramachandran outliers 121729 1120
Sidechain outliers 121581 1026

The table below summarises the geometric issues observed across the polymeric chains. The red,
orange, yellow and green segments on the bar indicate the fraction of residues that contain outliers
for >=3, 2, 1 and 0 types of geometric quality criteria. 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-B 150 49% 35% 13% o

1 10-B 150 49% 35% 4%
1 11-B 150 47% 37% 13% -

1 12-B 150 48% 37% 3% o
1 13-B 150 48% 37% 13% .
1 14-B 150 49% 36% 3% .
1 15-B 150 49% 36% 13% -

1 16-B 150 49% 35% 13%

1 17-B 150 50% 35% 13%

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

Mol | Chain | Length Quality of chain
1 18-B 150 49% 36% BT
1 19-B 150 50% 35% BT
1 2-B 150 48% 37% e .
1 20-B 150 49% 35% k.
1 3-B 150 47% 37% ek
1 4-B 150 49% 35% Y
1 5-B 150 49% 36% e
1 6-B 150 49% 35% BT
1 7-B 150 49% 35% e
1 8-B 150 50% 35% BT
1 9-B 150 48% 37% BT
2 1-C 145 43% 47% o -
2 10-C 145 52% 39% Te% -
2 11-C 145 46% 44% Te% -
2 12-C 145 47% 43% a% -
2 13-C 145 43% 46% ow -
2 14-C 145 46% 43% ow -
2 15-C 145 52% 39% Ta% -
2 16-C 145 52% 38% Ta% -
2 17-C 145 52% 39% Ta% -
2 18-C 145 44% 46% % -
2 19-C 145 52% 39% Te% -
2 2-C 145 a7% 43% Te% -
2 20-C 145 49% 41% Te% -
2 3-C 145 51% 39% Te% -
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Continued from previous page...
Mol | Chain | Length Quality of chain
2 4-C 145 52% 38% Ta% -
2 5-C 145 39% 51% o -
2 6-C 145 52% 38% a% -
2 7-C 145 49% 41% a% -
2 8-C 145 52% 38% % -
2 9-C 145 52% 39% Ta% -
3 1-M 840 26% 47% 19%
3 10-M 840 27% 47% 19%
3 11-M 840 28% 45% 20%
3 12-M 840 A 46% 20%
3 13-M 840 28% 46% 19%
3 14-M 840 26% 46% 20%
3 15-M 840 27% 47% 19%
3 16-M 840 1 46% 19%
3 17-M 840 28% 46% 19%
3 18-M 840 28% 46% 19%
3 19-M 840 27% 47% BT T ——
3 2-M 840 27% 47% 19%
3 20-M 840 28% 46% 19%
3 3-M 840 A 47% 19%
3 4-M 840 26% 47% 19%
3 5-M 840 24% 48% 21%
3 6-M 840 26% 47% 20%
3 7-M 840 1 47% 19%
3 8-M 840 28% 45% 19%
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Continued from previous page...
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2  Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 175160 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 REGULATORY LIGHT CHAIN 2, SKELETAL
MUSCLE ISOFORM.

Mol | Chain | Residues Atoms AltConf | Trace
| 1B 150 ?(1)2?1 728 11;7 2;)4 2 0 0
1| 2B 150 ?1)?;1 728 1§7 224 2 0 0
1| 3B 150 ?it?&;l 728 115\417 224 2 0 0
1| 4B 150 ?it?&;l 728 115\417 224 2 0 0
L] B 150 ?it;;l 728 115\417 224 2 0 0
1| 6B 150 ?it;;l 75138 115\417 224 2 0 0
L 7B 150 ?it;;l 75138 11;]7 2(:34 2 0 0
1| &B 150 ?it;;l 728 115\;7 2(:34 2 0 0
L] 9B 150 ?it;;l 728 1217 2(3?4 2 0 0
L | 1B 150 ?1);&;1 728 127 224 g 0 0
L 1-B 150 ?1);&;1 738 127 2?4 g 0 0
L 12B 150 ?it;;l 738 127 2(??4 2 0 0
L] 13B 150 ?it;;l 728 1217 2(?34 2 0 0
1| 14B 150 ﬁt;;] 728 1217 2(??4 2 0 0
1| 1B 150 ?1)?%1 728 11;7 2(??4 2 0 0
1| 16B 150 ?1)?%1 728 11;7 2(?34 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1 1B 150 T(l)t;%l 728 11;;7 2(;4 2 0 0
1 18-B 150 T(l)t;%l 728 11;;7 2(;4 2 0 0
1 19-B 150 T(l)t;%l 728 11;;7 2(;4 2 0 0
1 20-B 150 T(l)t;%l 728 11;;7 2(;4 2 0 0

There is a discrepancy between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
B 26 ASP GLU CONFLICT | UNP P02609

e Molecule 2 is a protein called MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM.

Mol | Chain | Residues Atoms AltConf | Trace
2 1-C 145 ?it;él 7(031 11§8 220 ? 0 0
2 2-C 145 ?it;él 7(031 11§8 2(??0 ? 0 0
2 3-C 145 ?it;él 7(031 115\;8 2(??0 ? 0 0
2 4-C 145 ?it;él 7(51 116\;8 2(??0 ? 0 0
2 5-C 145 ?it;él 7(51 115\;8 2?0 ? 0 0
2 6-C 145 ?‘it;él 7%1 11;;8 220 ? 0 0
2 ~-C 145 ?it;él 7%1 11;;8 2(530 ? 0 0
2 8-C 145 ?‘i;&g 731 11;;8 2(530 ? 0 0
2 9-C 145 1;;);?31 731 11;;8 2(530 g 0 0
2 10-C 145 ?(1);?31 7%)]1 11;;8 2(3)0 g 0 0
2 11-C 145 ?(1);?31 7%]1 11;;8 2(530 2 0 0
2 12-C 145 ?(1);3(;1 7%]1 11;;8 2(3)0 2 0 0
2 13-C 145 ?(1);3(;1 7%)]1 11;;8 2(530 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 14-C 145 T(l)t;él 7%]1 11§8 2(530 g 0
2 15-C 145 T(l)t;él 7%]1 11§8 2(530 2 0
2 16-C 145 T(l)t;él 7%]1 11§8 2(530 2 0
2 17-C 145 T(l)t;él 7%]1 12]8 2(530 2 0
2 18-C 145 T(l)t;él 7%1 11;;8 2(3)0 2 0
2 19-C 145 T(l)t;él 7%1 11§8 2%)0 2 0
2 20-C 145 ?(1);8(;1 751 115\;8 2;)0 2 0

e Molecule 3 is a protein called MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT.

Mol | Chain | Residues Atoms AltConf | Trace
s 1-M 804 EZ?E] 41C40 1(1)\;9 1890 386 0 0
s 2-M 804 EZ?E] 41C40 1(1)\;9 13)0 386 0 0
3 3-M 804 EZE?;] 41C40 1(1)\;;9 18}0 386 0 0
s M 804 EZ?; 41C40 1(1)\;;9 11%0 386 0 0
3 oM 804 EZ?; 41040 1(1)\;39 11%0 386 0 0
3 6-M 804 EZ?%I 41040 1(1)\;9 11%0 SS6 0 0
3 M 804 EZ?%I 41040 1(1)\;9 11%0 SS6 0 0
3 &M 804 EZ?&I 41C40 1(1)\;9 11%0 386 0 0
3 -M 804 EZE? 4120 1(1)\;9 11%0 386 0 0
3 10-M 804 EZZ? 4510 1(1)\;9 11%0 386 0 0
3 11-M 804 EZZ? 41(310 1(1)\;9 11%0 3S6 0 0
3 12-M 804 EZZ? 41(310 1(1)\;9 11%0 386 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
s 13-M 804 EZ?&I 41040 1(1)\;9 18)0 386 0 0
s 14-M 804 EZ?&I 41040 1(1)\;9 18)0 386 0 0
s 15-M 804 Ezgaél 41040 1(1)\;9 13)0 386 0 0
s 16-M 804 Ezgaél 41040 1(1)\;9 13)0 386 0 0
s 17-M 804 Ezgaél 41040 1(1)\;9 11%0 386 0 0
s 18-M 804 EZ?; 41040 1(1)\;9 11%0 386 0 0
3| 19M 804 gﬁi@? 41040 1(1)\;9 11%0 SS6 0 0
3| 20M 804 EZ?%I 41040 1(1)\;9 11%0 SS6 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

M

138

LYS

GLU

CONFLICT

UNP P02609
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA and DNA 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.
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM

. S
Chain 6-B: 49% 35% 13%

o

00 © O o © O O O mm ™ 10 N~ © o o ™ S0 O N~ o & 0 S o
N ™ 1) & < & & 10 ) © © © © © © ~ ~ © © © © o © @ ) =) — -

B4 ] o H o =] M| e ~ = Hmaa = - (5] B oo E X B3 =] 5] = -t

e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM

Chain 10-B: 49% 35% 14%
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM

Chain 17-B: 50% 35% 13%
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM
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e Molecule 1: MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM

Ni4
F16
517
M18
F19
124
K28
134
Q36

E70
V79
M83
F84
G85
E86
K87
o Lss
K89
|
D92
P93
E94
|
M98
699
A100
F101

L104
D107
S111
1112
K114
E119
Q124
F128
1133
M136
A139
P142
0154
T158
3161
D162

. -
Chain 20-B: 49% 35% 14%

WO RLDWIDE
PROTEIN DATA BANK

Unified Data Resource for J0EM



=
(&
o
.
@) 980 98 1 688
o | ged g8d 6.3 [ |
mnw. 584 84 1 $84
M : mE M . mE M . m= M . mE
. = | i = g = = e
nma m & mz mfu BN w-Z nFU S 1L m S m:
oLd
m pEssm O zL1 @) zL1 @) 691 O zL1
N LI N T N 894 ) LI
QUU — 0Ld 69TA — 0Ld — 198 — 0Ld
691 8%1S 691 691
a w 894 LYTH w 894 w I m 894
2 193 9%TI 193 69T $9L 193
£ % I SvIH % I 8v1S % [ eor | % I
baas LpTU zo) 69TA
e — 591 £HTA - %91 om: - < CoTew 818 — * 591
—~ [ eor | ThTd [ gor | BN 09Y LBTH o [ 67T
W M ° [ IV M m 293l qu M m | oesn mmﬁ M m 293l 8771
— N[ Tew ov1a — Ty — 8SH — 1 LYTH
= - < 09Y 6ETA - 09Y 65T - Phetct Th1d - 9%1L
5 = mes  swm [ . o2 I s i
S o 8SH CLeTT o2 8gil o2 1 6STR o 188 TH1d
M - 188 wms - 188 wm-uo 3 m-“mm I - mmu 1
91 998 65TA
W I Sal [ | £€TS Sal 1 ££1S ] 081 970 82 £8d I
= e £5d e £5d e e ] i ]
I wn | wn | wn 8ol €eTS wn 081 9ETD
= 3 Cei  meen o3 Sl meen o + e o e =
[ag) [ap) [ap) [ag) 8} €€1S
M | " 83 8z T N 83 82T . ogTh " I
m £e11 “ LTTH “ 12N i) 1hd | 6zId “
9211 9211 .o 8TTH 0ETh
4 . . i o0 om Y v e
= T a - =
= 8214 T9d 8TTH T9d STTH 1 9211 Coown 82T
M . O Com ] O o] [z O 9ev | O 60 LTt
P 92Ta 6€b 9178 6 917d 1 1214 [ | 9211
i L oger H [ | STTH = 1 335 H €€1 [ | = 98V 1
3 Al - 9ey 1 - 9eY 1 - x zea 8TTH - B 1 8TTH
A I Q) 1 13351 O] RS | 2351 ) " Esm n €I L
M — ® ge1 0TTA — = ge1 0TTA — 91TH — zea 9118
1211 — < zea | 60TH — zea | 60TH | —] STTD — ST1D
Eal | oz11 80TH 80TH 121 [ | 1
— 6118 e L0T1 Z 1071 e | ezl TTT1 e 1171
m 811d mﬂ H ﬂ 9013 mﬂ qz1 0TTA mﬂ 121 oTTA
121 121 (24 | 60TH | 9gL | 60TH
~ o e o i O mea s O scr sor
B e 13 T0TL > eI :—E. >~ zza LOTT e vT) L0TT
24 0019 224 | 1en 9018 | ey 9018
= - v = S MR oz - zza
233 zza zza s 674
& wE M« mw | s e
118 129 129 . sta TOTL 0zL 1071
j<b} *3 (1141 ¥64 <5} N 0zl 64 <5} N L1d j<b} N [ |
= o 674 €6 = O 674 g6 = O 911 = o 911
= 1 = 1 = | = [
~H % — z6Y % o~ z6Y % ™ % <
— L01@ 161 l 167 l 764 l 764
) I e) nma l 069 2 m 069 3 nma | IS m k
o0 LI 681 LI 681 L1 167 LI
< 70TT M ] o1 88 M = 91 881 M = oF ] M = 91 161
al) i | ° O e L84 ° O e |[EEn e O e 84 ° O  [ea  [oesm

9%

51%

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

0O
PROTEIN DATA BANK

ZPDE
e

W

39%

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

Chain 5-C:



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 15

6€b

6%TA
8¥%1s
LYIH

9€TD
GETD

9Tl

8TIH

O -l WO~ OO IO

oMY IO N O o N o N~ oo o oS oo O OO - —mm— —
E © ©0®R0000 D DD DA AT oo H oo H A H oo

£ = L BRI B ) B o= o = o« Heeid s A = o Mm

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

8%

38%

52%

Chain 6-C:

6l

9LV

€€l
zea

LT

et
o}

zza

3

0zL

911

LI
9d

0TTA

80TYH

LOT1T

9013

TOTL

9631

764
£6A

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

16T

8%

41%

49%

Chain 7-C:

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

8%

38%

52%

Chain 8-C:

4o

I

6%1A
8¥1s
LYTH
911

ch1d

6ETA

9€TD

€TS8

0ETD

8TTY
LTTH
9T11

8TTH

9114
ST1D

TITT
OTTA

80TYH
LOTT
9073

TOTL

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

64
€6A

8%

39%

52%

Chain 9-C:

Tvd

60

9LV

€el
zea

LT1

§cI
28

zca

3

0ZL

LTd

LI
9d

67TA
8%1S
LYTH
9Y1I

(4%

6ETR

9€TD

EETS

0ETh
8TTH
LTI
9TT1

8TTW

9113
STTD

TIT1
0TTA

80T

L0T1

90Td

TO0TL

9631

64

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

1671

8%

39%

52%

Chain 10-C:

RLDWIDE

0O
PROTEIN DATA BANK

ZPDE
e

W

EMDataBank

Unified Data Resource for J0EM



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 16

8GH

LTT

STI
42

(44

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

8%

44%

46%

Chain 11-C:

6l

9LV

€€l
2ea

6%TA
8¥%1S
LYTH
9%TI

(44T

6ETR

9€TD

€ETS

0ETH

8TTA
LTTH
9211

8TTH

9114
STTD
PITT
ETTL

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

1111

60TH
80T

-
47%

8%

43%

Chain 12-C:

6l

9EY

€€l
[4:d

6%TA
8918
LPIH
9%II

(44T

6ETA

9€TD
SETD

€ETS

0ETh

8TTA
LTTH
9211

8TTH

9112
STID
P111

TT11
0TTA
60TH
807Y
L0771

S0TY

E€0TH

TOTL

L63
963

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

64

(4

46%

43%

Chain 13-C:

6£l

9EY

€€l
2ea

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

9%

43%

46%

Chain 14-C:

LT1

§cI
2%

(44

0zL

PAY:S
911

LI
9d

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

8%

39%

52%

Chain 15-C:

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

0O
PROTEIN DATA BANK

ZPDE
e

W



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 17

8GH

LTT

STI
42

(44

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

8%

38%

52%

Chain 16-C:

6l

9LV

€€l
zea

LT

et
o}

zza

3

0zL

LT4

LI
9d

0TTA

80TYH

LOT1T

9013

TOTL

9631

764
£6A

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

16T

8%

39%

52%

Chain 17-C:

LTT

STI
jZo

(44

0ZL

PAY:S
911

LI
94

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

9%

46%

o
©
-II = II

44%

Chain 18-C:

184
980

6.4
9LV
L1
TLR
0Ld

894
1,93

7oL

85I
183
eleic
€4d

081

8%

T%d

6£l

6%TA
8¥%1S
LYTH
9%TI

EYIA
(44%:

ov1a
6ETR

9€TD

€ETS

0ETh

8TTA
LTTH
9211

8TTH

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

9112

8%

39%

52%

Chain 19-C:

:
3

67TA
8%1S
LYTH
9Y1I

(4%

6ETR

9€TD

EETS

0ETh

8TTH
LTTH
9TT1

8TTW

9113
STTD

TIT1
0TTA

80T
L0T1
90Td

TO0TL

e Molecule 2: MYOSIN LIGHT CHAIN 3, SKELETAL MUSCLE ISOFORM

64

(4L
1671

8%

41%

49%

Chain 20-C:

RLDWIDE

0O
PROTEIN DATA BANK

ZPDE
e

W

EMDataBank

Unified Data Resource for J0EM



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 18

682

8GH
PAkS
963
€4d

08T

T%d

6€b

9eY

€eI
cea

LTT

§STI
42

LI
9d

6%TA
8¥%1s
LYIH
o911

(4%

6ETR

9ETD

€ETS

0ETh

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

8CTA
LTTH
9CT11

8TINH

9112
STID

TT11
0TTA
60TH
807YH
L0T1T
9073

I

TOTL

L63

764
€64

161

e Molecule 3

19%

47%

26%

Chain 1-M

oL
€94
TOA

09A
693

8YA

9%S

[47:4
oA
6€4
8EA

SEA

€ea
[4
T€d

62N

3

a1

234

™
-
<

o
© -
- =

©
5]

CETT

STTL
wTTA
€210

(44 ¥,
119%8

611S

9TTR

ETTH

OTTX

80Td
LOTYH

€071

10TV
00Td

96H
S6L
en

T6H
06a

1

S8L

€8d

=
©
=

6.S
8.4

TLL
0LT

S6TA

6L1D
8LTL

911
S4TI
ZA%

TLIN

0LT¥

89TL
L9711
99T

7910
€9TA

T9TN

6GTS

LSTS
9GTd

$STH
€97d
2sTd
TSTY
0573
67T
ias't

9% TH

i44%)

PETA
€ETd

L9CTL

wea
oven
6€cH
8ETA
LETL

HETN

T0zTs

86TL

62€d

81€D
L€

STEA
YIER

CTIER
T1ed
OTER
60€d
80€EN
LOEL
90€L
S0€I
70e1
€0€1
CTOEW

00€I

T6TH

6921

26€1
T6ED

68¢€1

LL]

8.LEd

SLev
BLED
g€Led
Led

G9EN

T9€D

6GEN

9G€D

TSER
TGeI
0osey
6%EL
8veN
PAZKS

SPEY

£%ed

TYET

6EEQ

sgea

99%D
S9PY
79¥%I
£9%a

09%D
6571

SGHY

€670

8770

OPPN
SPPI
447
€YPI
(47478
TooW

8EYd

6T9d
8T
Lgsd

S0SY
708

005D

86%1

9674
S6TH
Y6%H
E£6VH

T6%d
0674

88%h

S8%a
Y8TN

T8YN

vL¥S
ELVN

0L%d

89%H

S6SM

£65S
2681
T6SN
063X
6890
889A

989V
¥89L
€89H
T8SGA
T84T

6454
8LSH
LLSY
9.LS3d

THAW

6€93

9€9T

vess
€€84d

LG9T

594

2991
TS99V

6791
8%9L
L%9b

STOL

€294
[44°8)

029V

8T9L
LT9Y%
9T9A
S19S

£19)
(410}
TTOR

8091
LO9A
909L
5093

€091
209d

0094

CTLd
TTLd

80,4

Y0LI

004A

1690
9694
9691
7690

2691
T69A

£89d
T89L

6.93
8.L9N
L.,9d

%90

TN
0991
699%

78LY
€841
T8LY

8LLW

9..3
SLLT

TLLT
TLLT
0LLD

L9.4
9944
S9LA
P9LY
E9LL

66,4
8GLA

SGLH

€GLA

T8LI

674D
8.1
VAN
9YLY

9eLh

€€Ld

0ELS

LTL1
9TLA
qgLY

€784

6€8%

Le8%

0€8d
6281
8T8H

9T8A
Sz8N

3

1284
0Z8A
618N

€181
T18§
1183

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

8083
L08A
908K

7084

86.L1
L6L4

S6.4
¥6.L0

16.L0
06.LL

88LL

e Molecule 3

98.I

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 19

19%

47%

27%

Chain 2-M

oL
€9
TN

09A
693

8vA

9%S

[47:4

15728

6€4
8EA

SEA

€ea
(4
Te€d

62N

3

STI

v

™
-
<

o
© -
- =9

©
5]

CETT
TETH

8CTd

STTL
i£4Y 8
€210
(44 ¥,
119%8

611S

9TTR

ETTH

OTTX

8073
LOTYH

€071

10TV
00Td

96H
S6L
en

T6H
06a

1

S8L

€8d

=
©
=

6.S
8L4

TLL
0LT

S6TA
7610

06T

88TN
L8TA

6L1D
8LTL

9LT1
S4TI
ZA%

TLIN

0LTYH

89TL
L9171
99T

7910
€9TA

T9TN

6GTS

LSTS
99Td

$STH
€97d
2gTd
1STV
0573
67T
87TY

OYTH

441!
15499

6ETA

LETd

PETA
€E€Td

L9CTL

S9T1

£9cy

vscd

{414y

0§21

ovcd

wea
o
6ecH
8ETA
LETL

HETN

ceTd

9ze

4443

[44493

70TH

T0zTs

86TL

62€d

LTEa

€Ted
TTEA

61€d
81€D
L€

STEA
YIER

CTIER
T1ed
OTER
60€d
80€EN
LOEL
90€L
S0€I
70e1
€0€1
CTOEW

00€I
6621

962
S62H

T6TH
16CI

68C1

S8TA

08zd
6,21

Llgd

TLTH

021
6921

26€1
T6ED

68€1

LL]

8LEd

SLey
pLED
g€Led
Led

G9EN

T9€D

6GEN

9G€D

TSER
TGeI
0osey
6%EL
8veN
PAZKS

SHEY

£%ed

TYET

6EEQ
8EET

Sgea

£eEY

99%D
S9PY
79¥I
£9%a

09%D
6571

el

£5%b

8770

OPPN
SPPI
447
€YPI
(47478
TooW

8EYd

629d
8T8
Lgsd

S0SY
708

2093

005D

86%1

9674
S6TH
Y6%H
E£6VH

T6%d
0674

88%h

S8%a
Y8TN

87N

vL¥S
ELVN

0L%d

89%H

S6SM

£65S
2651
T6SN
065X
6890
88GA

989V
¥89K
€89H
T8SGA
T84T

6454
8LSH
LLSY
9.LS3

THAW

6€98

9€9T

vess
€€84d

LG9T

$994

2991
1S9V

6791
8%9L
L%9b

STOL

€294
[44°8)

029V

8T9L
LT9Y%
9T9A
S19S

£T9)
¢19d
TTOR

8091
LOSA
909L
5093

€091
209d

0094

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

TTLd

+

YOLI

00LA

3

1690
9694
9691
7690

2691
T69A

£89d
T89L

6.L93
8L9N
LL9d

%90

TOON
0991
699%

98I

€841
8L
18.a

8LLW

9..3
SLLT

TLLT
TLLT

L9.4
9944
S9LA
Y9LY

69,4
8GLA

SGGLH

T8LI

674D
8.1
AN
9YLY

9eLh
SELD

0ELS

LTL1
9TLA
qTLy

€784

6€8%

LE8Y

SE€84

0e8d
628M
8T8H

9T8A
gz8N

1284
0zZ8A
618N

€181
T18§
1182

8083
L08A
908K

7084

86.L1
L6L4

S6.4
76.L0

16.L0
06LL

88LL

e Molecule 3

19%

47%

27%

Chain 3-M

7oL
£9%
(42

09A
6863

983

[re)
10
B

= o -
w
B

©
<
=

©
Sy
w0

8EA

SEN

€ea
ced
1€d

62N

3

S¢I

v

™
—
<

o
© -
< 9

©
5]

TETT
TETH

8C1d

TIA
€210
ccrd
TCTT

611S

9TTX

ETTH

OTTX

8072
LOTY

€071

TOTY
007d

96H
S6L
pen

TN
06a

1

S84

€8d

-
©
=

6.LS
8.4

TLL
0.1

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 20

0613

88TN

8LTL

9L11
SLTI
ZA%

L

0L74

89TL
L9711
99TH

91h
€9TA

TOIN

6G1S

LSTS
9914

$9TH
€91d
zs1d
19TV
0873
671D
87TY

i)

441

PEIA
€€Td

L9TL

S9T1

€92V

v9cd

[4:(4)

ovcd

LL]

Twea
oveN
6€TH
8ETA
LETL

yeTN

ceTd

9gTN

veeTs

(4445

y0TH

62€d

€Ted

67€
87€D
L1€d

YTER

(A2
s
0TER
60€d
80€N
LOEL
90€L
SO€I
¥0€1
€0€1
COEW

00€1
6621

96T
S6TH

T6TH
1621

S8TA

08zd

T6ET
16€D

68€1

8.Led

SLEV
pLe0
eLed
cLed

S9EN

{4125

6GEN

98€H

4198
T8€1
0SeY
6YEL
8YEN
Ly€d

SYEV

£v€4

1529

6eed
8EEI

Seea

eeev

89%3

99%H
SOPY
PovI
£9%a

09%D
631

LS%R

SG%Y

el

87l

ovvN
SPPI
442!
5574
{4747}
157470

8E%d

LO%YH
90%A

9€9T

7ess
€€9d

*

629d
829)
L2383

Ll

0Z8ev
6187

LTIGW
9189
S16d
Al
€181
184

0TSM

5094
709N

c09d

00Sh

86%1

9674
S6¥I
Y6VH
E6%H

1674
0674

887l

S8%d
¥8YN

18%N

vLvS
ELVN

0Lbd

209d

009

6.S4
8LSH
LLSY
9,84

899d

98N
€98N
29SS
T98)
095D
6991

eisioD
%4891
€489)

0894

8%3L

9%8L

€%ad

THSH

6€5d

TOOH
0991
69931

L991

AL

24891
TS9V

691
8%9L
L%9b

STOL

€294
2291

0Z9V

8191
LT9%
9T9A
G198

£19)
219d

0791

8091
L09A
9091
G093

€091

LTLT

STl
YTLE

0TLd
6T.La

LTLK

STLA

TTLd
0TLd
60.L3

*

0L

00LA

1699
9694
9691
690

2691
T69A

£89d
289L

6,93
8L9N
L19d

.90

88LL

981

€8L1
8L
8.0
08.La

8LLH
LLLE
9L.3
SLLT

TLLT
TLLT

89.LY%
L9.4
99.4
S9LA
Y9y

6G.4
8GLA

GGLH

€GLA

TSLI

6%.LD
8.1
LYLT
9v LY

9eLb
SELD

0ELS

£¥8Y

6E€8)

LEBN

S€84

0€8d
6T8HM
8T8H

9T8A
ST8N

3

128y
0Z8A
618N

€181
T18S
1182

8083
L08A
908K

7084
€081

86.7T
L6.L4

S6.4
¥6.LD

16.L0
06.LL

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

e Molecule 3

19%

47%

26%

Chain 4-M

7oL
£9%
(42

097
693

983
S8

[4:33
181

87A

9%S

SEN

£€a
[4¢
1ed

62N

3

STl

IV

™
—
<

o
© -
< [

©
(5]

TETT
TETM

8CTd

STTL
wTTA
€210
(44 ¥+
1CT1

611S

9TTA

ETTH

OTTA

80Td
LOTYH

€071

10TV
00Td

96H
S6L
wen

T6H
06a

1

S8L

£8d

-
©
=

6.LS
8.4

TLL
0LT

S6TA
610

06TY

881N
L8TA

6.L1D
8LTL

9LT1
SLTI
ZA%

CTLIN

6818

LSTS
9514

$STH
€91d
z81d
19TV
0813
6710
8YTY

i)

441
[P

6ETA

LETd

PETA
€€Td

L9TL

G921

€920V

b9c4d

(414}

0821

9%cd

Tvea
0¥%TN
6ETH
8ETA
LETL

YETN

{434

9geTN

vees

(4443

v0TH

20ts

86TL

6C€d

LTEA

€ced
ZTEA

61€d
81€D
L1€d

STEA
YIER

CIER
TrEa
0TER
60€d
80N
LOEL
90€L
G0€I
voe1
€081
COEN

00€I
6621

962
962y

T6TH
T6CI

68TR

S8CTA

08cd
6,21

Llgd

TLTH

0421
6921

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 21

26€e1
T6€D

68€1

LL)

8.Led

SLEV
pLED

TSER
TGeI
0SeY
6%EL
8veN
Lyed

SYEY

£%e4d

THET

6€EQ
8EEI

SEEQ

£EEY

99%H
SOPY
Y9I
£9%a

ShPI
441
3742
(47478

LO%Y

90%A

Y0%d
€0%X

629d
829N
LTS3

S0SY
Y0osy%

2093

00Sb

86%1

96%4
S6%H
¥6YH
E£6%H

1674
0674

8870

S8%d

A8
ELVN

0L%d

89%d

S6SM

€6GS
2691
T6SN
069X
6890
889A

989V
¥89X
€89H
28SGA
18971

6494
8LSH
LLSY
9.S3

TSN

6€93

9€9T

vess
€€9d

LG9T

Y3594

2891
TS99V

6791
8%9L
1790

S2ZOL

€294
[44°4

0Z9V

8T9L
L19%
9197
S19S

£19)
[42<l]
119

8091
L09A
909L
5093

€091
209d

0094

LY
0ZL4
6T.a

LTLR

STLA

TTLld
TTLd
0TLD

80.Y4

70LI

004A

£89d
T89L

6,93
8.L9N
L.9d

%.90

TN
0991
6G9%

€841
8L
8.0

8LLI

9LL3
SLLT

TLLT
TLLT

9.4
9944
S9LA
P9.LY

3

69,4
8GLA

GGLH

€GLA

TSLI

6%.LD
8%L1
PAZNS
9%LY

wPLS
ehLY
ThLY

0%LS

9eLh
SELD

0ELS

LTLT
9TLA
GTLY
bTLR

£%8)

68

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

LESA

0€8d
6C8M
8C8H

9T8A
GT8N

TZ8Y
0z8A
618N

€181
218s
1184

L08A
908N

£081

86.L7T
L6L4

96.4
6.0

6.0
06.LL

88LL

e Molecule 3

9841

21%

48%

24%

©
el
Ll

Chain 5-M

0 )
<

oL
€94
TOA

09A
693

TSL

8YA

9%S

[47:4
oA
obA
6€4
8EA

SEA

€ea
[4
T€d

82l

[
0
=]

eta
44}

611
814

23
£1V

(%

STTL
wTTA
€210
cTTd
1211

6T1S

9TTA

ETTH

OTTX

80Td
LOTH

€071

TO0TY
00Td

96H
S6L
Y6
€60
(431
T6W
06a

980
a8k
78x
€8d

=
©
=

6.8
8.4

TLL
0LT

0674

88TN
L8TA

6L1D
8LTL

9LT1
SLTI
iZA %

TLIN

0LTY

89TL
L9711
99T

910
E€9TR

T9TN

6STS

L81S
9814

¥STH
€81d
C¢9Td
STV

LYTH

i44%)
15499

6ETA

LETd

t
i

PETA
€€Td
TeTT
TETM

8TTd

vscd

[4:14)

0621

ovcd

Thea
oveN
6€cH
8€TA
LETL

YETN

ceTd

44\

i4443

(4445

v0cH

[ 44y

86TL

S6TA
7610

€ged
TTEN

61€d
8T€D
L€

STEA
YIER

CTIER
T1€Q
OTER
60€d
80EN
LOEL
90€L
S0€I
70e1
€0€1
CTOEW

00€I
6621

96eTi
S6TH

T6TH
1621

68CL

S8TA

08zd
6.1

Llcd

cLeH

0421
6921

L9CTL

S9TI

£9cy

26€e1
T6€ED

68¢€1

LL]

8.LEQ

SLEY
BLED
€Led
TLed

S9EYN

29€D

6SGEN

9G€D

£hed

TYET

6EEQ
8EET

GEEQ

EEEY

62€d

LTed

09%D
6571

SS7YH

£6%0

877

O%PN
SYPI
447!
€YPI
(47478
TovH

8EYd

EETA
CTEDY
TEPA
0EDY

cTvd

0TSy
6731

LTSH
918D
G184
v18Q
€181
184
1163

6093
8081

P0sy
€0SA

005D

86%'1

9674
S6%H
Y6%H
E£6%H

T6%d
0674

88%0

S8vd
P8¥N

T8TN

vL%S
ELYN

0L%d

89%2

99%D
S9PY
Y9¥%I
£9%a

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

=
@)
o
o¥]
a'at
>
-
<
g
g
=
N
]
N
=
<
=
G
-
5
T
@)
=
/
o
<
=
=
Eal
=4
]
<
an)
<
=
<
A
=
=]
™~
an)
]
ol
E
=

Page 22

£69S
T6S1
T6SN
06SL
6830
883A

eieled )
¥83L%
€89H
T8SGA
T84T

6,94
8L9H
LLSY
9,93

894d

98N
€9GN
T98s
T9G%
099D
6691

PRefeli]

9468k
7991

629d
8T8
Lzsd

T991
TSOV

6791
8¥9L
L%90

STOL

€294
2c91

029V

8T9L
LT9Y
9T9A
ST9S

€194

8091
LO9A
909L
S093

€091

S6SM

LTLR

STLA

TTLd

L0LD

Y0LI

00LA

1690
9694
9691
7690

2691
T69A

£89d
289L

6L93
8LON
LL9d

%90

TO9N
0991
699

69.4
8GLL

SGLH

TSLI

6%.LD
8¥%.L1
L9L1
Ov.LY

whLS
eYLY
ThLN

0%LS

9eLb
SELD

0ELS

Lgl1
9TLA
qcLY
YTLA

0ZL4

8TLY

684

L84

0g8d
6281
8T8H

9z8A
Szen

3

1284
0z8A
618N

L08A
908K

€081

86.1
L6L4

964
v6.L0

16.L0
06.LL

88LL

981

78LY
€841
T8LY

8LLW

€784

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

e Molecule 3

20%

47%

26%

Chain 6-M

oL
€94
T9A

09A
693

9Gd

10
0
B

= O
w
B

L
<
=

©
Sy
w0

8EA

€ea
[4
Ted

6N

3

GTI

234

™
—
<

o
-
=

©
<

©
5]

TETT
TETH

8C1d

STIL
vTIA
€210
ccrd
TCTT

611S

9TTX

€TTH

OTTX

8072
LOTY

€071

TOTY
007d

96H
S6L
pen

TN
06a

1

S84

€8d

-
©
=

6.LS
8.4

TLL
0.1

S6TA
¥610

06T

88TN
L8TA

6.L1D
8LTL

9LTT
G471
LIS

TLIN

0LTY

89TL
L9711
99TH

91h
€9TA

TOTN

6G1S

LSTS
9974

%9TH
€97d
zaTd
19TV
0873
671D
87TH

OV TH

441
EYTR

6ETA

LETd

YETA
€E€Td

L9CTL

S9TI

€92V

yscd

{4145

0821

ovcd

wea
o
6€TH
8ETA
LETL

YETN

ceTd

9gTN

jz44

(4443

¥0TH

Tocs

86TL

62ed

LTeda

€Ted
TTEN

67€
87€D
LTED

STEA
YIEXR

TIER
T7Ed
0TER
60€d
80€N
LOEL
90€L
S0€I
¥0e1
€0€1
COEW

00€I
6621

96T
S6TH

T6TH
1621

68TR

S8TA

08zd
6,21

Llcd

TLTH

0L21
6921

T6ET
16€D

68€1

LL]

8.Led

SLEV
pLED
€Led
cLed

S9EN

T9ED

6SGEN

9G€D

[4:19%
T9€I
0sev
67EL
8veN
Ly€d

SYEV

£v€d

15729

6€€d
8EEI

Seea

EEEV

99%D
SOPV
7ovI
£9%a

09%D
6671

SG%YH

i

87l

ol
SPPI
447
5574728
(47478
1574720

8E%d

j1474]

6T7A
8T¥L
L190

ST¥Y
4521

civd
TivE
0T¥N

LO%Y
90%A

70vd
€0%1

*

629d
8T8y
Lgsd

0zsy
61971

LISH
918D
9184
v18a
€181
2184
T183a
0TSH
6053
80SI

S08Y
vosyu

2093

0050

8671

9674
S6TH
Y6%H
E£6VH

T6%4
0674

88%0

S8%d
v8¥N

187N

254
ELVN

0L%d

89%H

S6SH

£69S
681
T6SN
06SL
689Q
889A

4989Y
89k
€89H
283GA
T84T

64594
8LSH
LLSY
9.53d

THGH

6€9d

9€81

bess
€e84d

LS9T

994

2991
TSOV

6791
8%9L
L%9b

S2oL

€94
2T9'1

0Z9V

8T9L
LT9%
9T9A
S19S

£19)
(411}
TT9R

8091
LOSA
909L
S093d

€091
209d

009

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 23

TTLD

0TLd

1699
9694
9691
690

2691
T69A

£89d
89L

6.93
8L9N
L.9d

.90

TOOH
0991
6991

3

69.L4

TSLI

6%.LD
8%LT
LYLT
OvLY

vhis
ehLY
ThLY

0%LS

9eLb
SELD

0ELS

£¥8Y

6€8Y

LE8N

0€8d
6C8HM
8C8H

9T8A
ST8N

1284
0Z8A
618N

€181
T18s
1184

L08A
908K
5084

TO8A

86.L7T
L6.4

S6.4
%6.L0

16.L0
06.LL

88LL

e Molecule 3

98.I

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

19%

47%

27%

Chain 7-M

£9%
(42

097
693

983

87A

9%S

SEN

£€a
[4%
1ed

62N

3

(A

234

ETY
0Td
A

©
=

©
5]

TETT

STTL
447
€210

(44 ¥+
L14%)

6118

9TTA

ETTM

OTTA

8013
LOTYH

€011

10TV
001d

96H
S6L
wen

T6H
06

1

S84

£8d

-
©
=

6.8

0LT

S6TA

6.L1D
8L1L

9LT1
SLTI
ZA%

TLIN

6818

LSTS
9514

$STH
€91d
z81d
19TV
0513
6710
8YTY

i)

441

PETA
€€Td

Twea
0N
6€TH
8ETA
LETL

YETN

(434S

9ZTN

7443

(4443

v0TH

20Ts

86TL

81€D
L1€b

STEA
YIER

CTIER
T1EQ
0TER
60€d
80€EN
LOEL
90€L
G0€I
voe1
€0€71
COEN

00€I
6621

96T
S62)

T6TH
T6CI

68TR

S8CTA

08ctd
6,21

Llgd

TLTH

0421
6921

26€1
T6€D

68€1

LL)

8Led

SLEV
pLED
€Led
cLed

S9eN

T9ED

6GEN

9G€H

(4199
TSeI
0SeY
6¥EL
8veN
LY€d

SYEY

£ved

TYET

6€€Q
8EEI

ggea

E£EEY

99%H
SOPV
PovI
£9%a

09%H
6971

SGHY

el i}

8770

Ehads
SPPI
a4t
374
(47478
15742

8EYd

LO%YH
90%A

¥0vd
€0%R

629d
8T9M
praci

S08Y
Yoy

2093

00Sh

86%1

96%4
S6%H
¥6VH
E6%H

1674
0674

887l

S8%a
w8YN

18YN

YLYS
ELVN

0Lvd

89%3

S6SM

€6GS
CT6SI
T6SN
065X
689a
88GA

efeich 4
¥89k
€8GH
T8GA
1891

6494
8.LSH
LLSY
9453

THSH

6€9H

9€9T

vess
€€9d

LG9T

3994

24691
TS99V

SZOL

€294
[44°41

0Z9V

8T9L
L19%
9T9A
198

£19)
[41<l]
119

8091
L09A
909L
5093

€091
209d

0094

YTLA

TN
0TLd
6T.La

LTLR

STLA

T1.4

+

P0LI

00LA

3

R LDWIDE

£89d
2891

6.L93
8.L9N
L.9d

.90

TOOKW
0991
6993

9841

€841

69,4
8GLA

GGLH

TSI

6%.LD
8%LT
PAZNS
9%.LY

9eLb
GELD

0ELS

LTLT
9TLA
aTLY

£%8Y

6€8)

LESA

0g€8d
6C8M
8C8H

9T8A
GT8N

1284
0Z8A
618N

€181
T18s
7182

L08A
908K
G084

€084

86.L71
L6.L4

96.4
6.0

6.0
06.LL

88LL

O

erbDeBe

PROTEIN DATA BANK

W



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 24

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

e Molecule 3

19%

45%

28%

Chain 8-M

€93
(42

097
693

963
Sa%

[4:h3
181

87A

9%s

SEN

£€a
[4E
1€d

62N

3
s

ScTI

IV

o )
- -
[ <

©
<

©
(5]

TETM

8C1d

STTL
wTTA
€210
cTTd
1211

611S

LL]

9TTA

ETTH

OTTA

8073
LOTYH

€071

10TV
00Td

96H
S6L
w6

T6H

881

S8

™
s
a

—
©
=

6.LS
8.4

TLL
0LT

S6TA
610

06T

88TN
L8TA

6L19
8LTL

9LT1
SLTI
A%

TLIN

89TL
L9117
99T

7910
€9TA

T9IN

6318

L8918
96T

PSTH
€46Td
24a1d
18TV
0873
671D
8v1Yd

349!

441
557429

6ETA

LETd

PETA
€€Td
CeTT

L9TL

G9TL

€92V

bgcd

3

0821

9%cd

0¥%CN
6ETH
8ETA
LETL

YETN

€T

9gTN

vees

(4448

v0TH

20ts

86TL

62€d

LTed

TTEA

61€d
81€D
L1€d

YIER

(4299
T1Ed
0TER
60€d
80N
LOEL
90€L
GOEI

€081
COEN
TOEQ
00€I
6621

962y
S6TH

26TH
T6CI

S8CTA

08td
6.1

Llza

TLTH
TLCE
0421
6921

90%A

70¥%d
€0%R
20%0

00%Y
66€Y

T6ET
T6ED

68€T1

8.Led

SLev
pLED
€Led
cLed

S9€)

2T9€eD

6GEN

9G€D

(4519
TGe1
0GeY
6%EL
8%eA
LY€d

SYEY

£%e4

THET

6€€d
8EEI

SEEd

eeey

0L%d

89%3

99%H
SOPY
Y9¥%I
£9%a

i
Ll

09%D
6871

SG%Y

€570

870

OvHN
SHPI
441
€Y¥I
147478
154720

8E€%d

EEVA
TEVY
TEPH
0ERY
6291
8THY

YTYN

TTHA
124701]

6T%A

9€9T

vess
€€94d

*

629d
8T9M
pRacty

0Tsy
6191

LTGH
919H
g19d
¥18a
€181
¢T84
1193

6053
80SI

S09%
¥09%

2093

00Sb

86%1

9674
S67N
Y6VH
E£6%H

1694
06%4

8870

S8%d
8N

187N

L ZA8)
ELVN

T09d

0094

S6SM

£6GS
T6SI
T6SN
069X
6890
88GA

989V
831
€8SH
T8SA
1891

6.94
8LSH
LLSY
9.S3

8949d

%9SN
€9SN
(4=
1993
099D
6991

SGGR

€3993

0894

8%9L

9%GL

TPSH

6€93

TN
0991
659)

LG9T

3594

T891
199V

6791
8%9L
1790

STOL

€294
[44°4

029V

8T19L
L1934
9T19A
S198

£19)
[l

8091
L09A
909L
5093

€091

LTLT
9TLA
STLY
YTLA

TTLh

0zLd
61.d

LTLR

STLA

L

+

Y0LI

00LA

9694
9691
7690

2691
T69A

£89d
T89L

89N
1,94

¥L90

T6L0
06LL

88LL

98.LI

€8.L1
T8LY

8LLH

9L.3
QLLT

TLLT
TLLT

9.4
99.4
G9LA
H9.LY

3

65,4
8GLA

GGLH

€GLA

TGLI

6%.LD
8¥%L1
PAZNS
O%LY

vPLS
EPLY
ThLA

0%LS

9gLh
SELD

0€LS

£%8)

6E€8)

LEBY

S€84

0€8d
628M
8CT8H

9C8A
Sc8N

TZey
0z8A
618N

€181
2188
7184

8641
L6L4

e Molecule 3

S6.L4
6.0

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

19%

46%

27%

Chain 9-M

oL
€9
(42}

09A
693

9Gd

0
10
B4

o O -
D 1o
=

©
+
=

©
Sy
w0

8EA

SEX

€ea
(4
Ted

62N

3

STI

234

™
-
<

o
© -
- =9

©
5]

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 25

vTIA
€210
[£4 X}

ETTH

OTTX

8072

T6H

881

S8L

€8d

-
©
=

6.LS

S6TA

06T

88TN

8LTL

A%
SLTI

L9711
99TH

91h
€9TA

TOTN

6GT1S

LG1S
9974

79TH
€97d
29Td
TSTY
0873
6710
8YTH

i)

441

6ETA

€E€Td
CETT

L9TL

S9T1

€92V

bgcd

o

o
6€TH
8ETA
LETL

YETN

(434S

9z

¥ces

(44493

¥0TH

Tocs

86TL

62ed

Lzed

CTEN

67€
81€D
L€

YIEX

LL]

TIER
T7ed
0TER
60€d
80€N
LOEL
90€L
S0€I

€0€1
COEN
10€d
00€I
6621

962
S6TH

T6TH
1621

S8TA

08zd
6,21

Llcd

LTy
TL2H
0L21
6921

90%A

70vd
€071
[dop)

00%V
66€Y

T6ET
16€D

68€1

8.L€d

SLEV
pLeD
€Led
cLed

SOEN

{4225

6GEN

9S€D

4198
T9€I
0SeV
6YEL
8YEN
Ly€d

SYEV

£v€d

15725

6eed
8EEI

Seea

eeev

0L%4

89%3

99%9H
SOvY
PovI
£9%a

09%D
631

SavYH

3]

EEVA
(4344
TEPN
0ERY
62%1

9€9T

vess
€e8d

624d
8T8y
Lzsd

S09)
v09)

2093

008h

8671

9674
S67W
P6%H
E£6%H

T6%4
0674

88%h

98%H
»8YN

T8%N

254
ELYN

209d

009%

G6SM

£69S
T6SI
T6GN
069X
689a
889A

49839v
7894
€8SH
T8SA
89T

6.94
8LSH
LLSY
9,84

899d

Y9SN
€98N
29SS
T98%
095D
6991

SGGA

€89%

0894

8%4L

9%4L

THSH

6€5d

TOOH
0991
6991

LS9T

7994

24891
TS9OV

6991
8%9L
L%9b

ST9L

€294
2291

0Z9V

8191
LT9%
9T9A
G198

£19)
219d

8091
LO9A
909L
S093

€091

LTLT
9TLA
STl
YTLE

TTLD

0ZLd
6T.La

LTLR

STLA

TTLd
0TLd
6044
80.L¥
L0LD

0L

00LA

9694
9691
690

26971
T69A

€89d
C89L

8L9N
L.9d

.90

88LL

98I

€8.L1
8L
8.0
08.a

8LLH
LLL3
9L.3
SLLT

TLLT
TLLT

89.Y%
1924
99.4
S9LA
Y9LY

68,4
8GLA

GGLH

€GLA

TSLI

674D
8YLT
LPLT
9Y.LY

9eLd
SELD

0ELS

£¥8Y

68

LE8Y

0€8d
628M
8C8H

9T8A
Sz8N

3

Tc8y
0Z8A
618N

€181
T18s
1182

L08A
908K

86.L7T
L6L4

S6.4
¥6.LD

16.L0
06.LL

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

e Molecule 3

19%

47%

27%

Chain 10-M

£9%
(42

09A
693

983
S8

[4:33
181

87A

9%S

+

SEN

£€a
[4%
1ed

6CN

3

STl

j23 4

™
—
<

o
© -
< [

©
(5]

9TTA

€TTM

0TTX

8072
LOTY

€071

TOTY
001d

96H
S6L
wen

T6H
06

1

28

™
©
o

-
©
=

[
~
[

TLL
0LT

86TL

S6TA

0673

881IN
L8TA

6L1D
8L1L

9L11
SLTI
ZA%

L

0LTH

8971
L9711
99TH

91D
€974

TOTN

6G1S

LSTS
9814

$9TH
€91d
za1d
19TV
0g1a
6710
87TY

O%TA

441
15429

6ETA

LETd

PETA

0421
6921

L9TL

G921

€92V

vacd

i

0821

o%cd

Tea
o¥beN
6€TH
8ETA
LETL

YETN

{434

9ZeTN

TS

(4443

v0TH

20Ts

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 26

61€d
81€D
L1780

22

11

(4299
T1EQ
0TER
60€d

LOEL
90€L
SO0E€I

€081
COEN

00€I
6621

96T

26TH

6.21

TLTY
TLCE

OT¥N

LO%Y
90%A

Y0¥%d
€0%X
20%D

00%Y

68€1

8.Led

SLEY
pLED
€Led
zLed

SOEN

29EH

69EN

CTSER
TSEI
0GeY
6YEL
8YEN
LY€d

SYEY

£ved

TYET

6€€d

ELVN

0Lvd

89%3

99%H
SOPY
PovI
£9%a

i
Ll

09%H
63971

LGHR

997y

€570

feiad)

9PPN
SYPI
a2t
540
{47478
THPI

8E%d

EEVA
(454
TEPN
0ERY
62%1
8THY

HTHN

TTHA
1250

6T%A
8T¥L
L19%0

STPY
4529

cThd
TP

6€93

9€9T

bess
€€94

L

629d
8TaN
Lzsea

(144
6191

LTS
918D
STSd
fas:d
€181
¢TS4

0TSM

80GI

86%1

96%4
S67N
Y6VH
E£6%H

1674
0674

887l

S8%a
¥8YN

187N

BLYS

5094

€091
209d

00934

899d

posn
€9SN
(41
199y
099D
6691

Akl

GGGR

£499%

0884

8%SL

9%SL

£%9d

TPSH

999§

TN
0991
6G9)

LG9T

7394

T891
199V

6791
879L
L7980

STOL

€294
{443}

029V

819L
L1934
9T9A
S198

€194
TT90

809I
L09A
909L

0ELS

LTLT
9TLA
GTLY
YTLA

TTLY

0gLd
6T.L0

LTLR

STLA

TrLd
0TLD
60.LY

*

Y0LI

00LA

1699
9694
G697
690

2691
T69A

7490
£L94

TL94
0L9H
699d
899H
L991L

6.0
06LL

88LL

981

€8.L1
8L
8.0
08.La

8LLH
LLL3
9L.3
SLLT

TLLT
TLLT

89.Y%
9.4
99.4
G9LA
Y9.LY

6G.4
8GLK

SSLH

€GLA

TGLI

6%.LD
8¥%L1
LPLT
O%.LA

9gLb
SELD

€981
%81

6€£8)

LE8Y

0€8d
6CT8M
8C8H

9T8A
ST8N

I

T2ey
0Z8A
618N

€181
218s
7183

86.L1T
L6L4

e Molecule 3

S6.4
6.0

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

20%

45%

28%

Chain 11-M

oL
€91
TOA

09A
693

8YA

9%S

[47:4

15728

6€4
8EA

SEA

€ea
{4
Te€d

62N

3

STI

IV

™
-
<

o
© -
- [N

©
5]

TETM

8C1d

STTL
j£49
€210
(44X}
1211

6T1S

LL]

9TTA

ETTH

OTTA

80713
LOTYH

€071

10TV
00Td

96H
S61
v6n

T6H

881

S8L

€8d

=
©
=

6.8
8.4

TLL
0LT

S6TA
7610

0614

88TN
L8TA

6L1D
8LTL

9LT1
SLTI
A%

TLIN

89TL
L9117
99T

7910
€9TA

T9TN

6STS

L81S
9GTd

$STH
€4Td
24Td
18TV
0813
67T
8YTH

OV TH

i44%)
157499

6ETA

LETd

PETA
€ETd
CETT

L9CTL

S9TI

e9cy

vecd

3

0§21

ovcd

o
6ecH
8ETA
LETL

TETN

ceTd

9ze

{4443

[44493

70TH

T0Ts

86TL

62€d

LTed

TTEN

61€d
81€D
L1€b

YIER

(4279
T1Ed
0T€R
60ed
80€EN
L0EL
90€L
GO0EL

€081
COEN
TO0Ea
00€I
6621

962)
S6TH

T6TH
T6CI

S98CA

08cd
6.271

Llzd

TLTY
TLcE
0421
6921

90%A

70%d
€0%X
20%0

00%Y
66€)

T6ET1
T6ED

68€1

8.Led

R LDWIDE

SLey
BLED
€Led
cLed

S9€)

29€eD

6GEN

9G€D

TSER
TGe1
0Gey
6%EL
8%eA
Ly€d

SYEY

£%e4

TYET

6e€d
8EEI

Sseea

€eey

0L%d

89%H

99%D
S9PY
Y9¥%I
£9%a

09%D
6G%1

el

€570

8%¥h

OPPN
SHPI
a7
4470
147478
TP

8E€Yd

EEVA
TERY
TEYH
0ERY
621
8THY

YTTN

TTYA
12474)]

6T%A

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

=
@)
o
o¥]
a'at
>
-
<
g
g
=
N
]
N
=
<
=
G
-
5
T
@)
=
/
o
<
=
=
Eal
=4
]
<
an)
<
=
<
A
=
=]
™~
an)
]
ol
E
=

I~

[
<)
o0
<

[al

9€9T

vess
£€94d

*

629d
8T
Lzsd

Ll

0zey
6181

LTIGH
918D
ST784d
7180
€781
¢T84
7183

6053
80S1

S09%
Y09%

2093

008b

86%1

9674
S67W
Y6%H
E£6%H

T6%d

98%a

vL¥S

209d

009

S6SM

£69S
T6SI
T6SN
069K
6890
889A

989V
7894
€8SH
T8SA
T89T

6.94
8LSH
LLSY
9.93d

899d

YoSN
€9SN
T9Ss
T99%
095D
6991

SGGGA

€99

0894

TO9N
0991
699

LG9T

994

2891
1S9V

6791
8%9L
L%9b

STOL

€294
(4443

029V

8T9L
LT9%
9T9A
S19S

£19)
(41}

8091
L0O9A
909L
5093

€091

LTL1
9TLA
qTLY
HTLA

LY
0Z.Ld

8TLY
LTLR

STLA

TrLd

Ll

HOLI

00LA

9694
9691
7690

2691
T69A

£89d
T89L

8.L9N
1,94

%L90

16L0
06.LL

88LL

98.I

€8.L1
°8.L
18.a

8LLW

9..3
SLLT

TLLT
TLLT

L9.4
99.4
S9LA
H9.LY

3

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

63,4
8GLA

SGLH

€GLA

TSLI

6%.LD
8.1
AN
OvLA

wPLS
EYLY
{475’}

0%.LS

SELD

0€LS

€984

6€£8)

Le8Y%

0g8d
6Z8M
8T8H

9z8A
gzen

134:1')
0Z8A
618N

€181
T18s
1182

8641
L6L4

e Molecule 3

S6.4
76.L0

20%

46%

27%

Chain 12-M

7oL
€94
oA

09A
693

9Gd
feishis

[4ch)
TSL

©
K
>

©
Sy
w0

[47:4
TvA

6€4
8EA

SEA

€€a
ced
T€d

62N

LTV

GTI
44!

614
814

234
£1V

074

8¢1d

STTL
vTIA
€210
2TTd
1211

611S

LL]

9TTA

ETTH

OTTX

8072
LOTY

€071

TOTY
007d

96H
96L
Y6H
€60

T6H

881

G8k
8x
€8d

-
©
=

6.LS
8.4

TLL
0.1

06T

88TN
L8TA

6.1D
8LTL

9LT1
SLTI
YL1S

CTLIN

89TL
L9711
99TH

$9Th
€9TR

TOTN

6GT1S

LGTS
9614

Y4TH
€97d
¢9Td
STV
0873

8YTH

i %8

441
EYTA

6ETA

LETd

&
i

YETA
€€Td
CETT
TETH

€92V

vgcd

i

0621

ovcd

oz
6€cH
8ETA
LETL

YETN

(434S

9T

¥ces

(4445

¥02a

Tocs

86TL

S6TA
610

62ed

LTeda

TTEN

67€d
87€D
L€

YIEX

CTIER
11€Q
0TER
60€d
80€N
LOEL
90€L
S0€I

€0€1
CTOEW
10€d
00€I
6621

962
S6TH

T6TH
1621

S8TK

08zcd
6.2

Llcd

LTy
TLTH
0421
6921

L9TL

S9TI

{028
[ 4o

00%V
66€X

T6ET
16€D

68€1

8.Led

SLEV
pLED
€Led
cLed

S9EN

T9ED

6SGEN

9G€D

[4:19%
T9€I
0sev
67EL
8veN
Ly€d

SYEV

£v€d

15729

6€€d
8EEI

Seea

EEEV

99%DH
SOPV
PovI
£9%a

09%D
6GYI

Sa%YH

£a%h

EETA
{4544
TEPY
0EwY
6271

70vd

eSS
€e8d

*

625d
8T8y
Lzsd

0csy
61971

LISH
918D
4q184
v18a
€781
¢T84
T183

6054

voayu

2093

0080

8671

9674
S6TH
P6%H
E£6VH

T6%4
0674

88%0

98%a
v8¥N

T8%N

3

254
ELYN

0L%d

89%H

009%

S6SH

£69S
681
T6SGN
069X
689Q
889A

49839v
89k
€89H
T8SA
T8ST

899d

Y98N
€99N
29SS
T98M
095D
6991

GGGA

€89%

0894

8%4L

9%4L

THSH

6€9d

9841

0991
6991

LS9T

7994

2991
TSOV

ST9L

€294
2T9'1

0Z9V

8T9L
LT9%
9T9A
S19S

£19)
c19d

8091
LO9A
909L
S093

€091
209d

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

=
@)
o
o¥]
a'at
>
-
<
g
g
=
N
]
N
=
<
=
G
-
5
T
@)
=
/
o
<
=
=
Eal
=4
]
<
an)
<
=
<
A
=
=]
™~
an)
]
ol
E
=

Page 28

sTLy
YTLE

TTLD

L0LD

9694
9691
690

2691

8L9N

8LV

9.4
9944
S9LA

6G.4

GGLH

€GLA

TSLI

674D
8vLT
LYLT
9YLY

vhis
ehLY
ThLN

LTLT
9TLA

£¥8Y

6€8Y

LE8N

0€8d
6C8HM
8C8H

9T8A
ST8N

I

1284
0Z8A
618N

€181
T18s
1184

8083
L08A
908K

7084

86.L7T
L6.4

S6.4
%6.L0

06.LL

88LL

e Molecule 3

98.I

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

19%

46%

28%

Chain 13-M

£9%
(42

097
693

983
S8

[4:33
181

87A

9%S

+

SEN

£€a
[4%
1ed

62N

3

(A

234

o )
- -
[ <

©
=

©
5]

ETTH

OTTR

8013
LOTYH

€011

10TV
001d

96H
S6L
wen

T6H
06

1

S84

™
@
o

-
©
=

©
~
[

TLL
0LT

86TL

L

0L74

89TL
L9711
99TH

91h
€974

TOTN

6818

LSTS
9514

$STH
€91d
z81d
19TV
0g1d
6710
8YTY

i)

441
(5429

6ETA

LETd

PETA

0421
6921

L9TL

G921

€92V

3

Tvea
o¥beTN
6€TH
8ETA
LETL

YETN

(434S

9ZTN

TS

(4443

v0TH

20Ts

61€d
81€D
L1780

22

11

(4299
T1EQ
0TER
60€d

LOEL
90€L
SO0E€I

€081
COEN

00€I
6621

96T
S621

26TH
T62I

G8CTA

08td
6.1

LLTd

TLTH
TLCE

OT¥N

LO%Y
90%A

Y0¥%d
€0%R
20%D

00%Y
66€X

T6ET
T6€D

68€1

8.Led

SLEY
vLED
€Led
zLed

S9EN

2T9EH

69EN

9G€D

CTSER
TSEI
0GeEY
6YEL
8YEN
LY€d

SYEY

£ved

TYET

6€€d
8EEI

ELVN

0Lvd

89%3

99%H
SOPY
PovI
£9%a

i
Ll

09%H
63871

LGHR

997y

€590

8¥Hh

9PPN
SYPI
a2t
5429
{47478
TPPI

8€%d

EEVA
(454
TEPN
0EVY
62%1
8THY

HTHN

TTHA
1250

6T%A
8T¥L
L19%0

STPY
4529

TThd
119

6€93

9€9T

bess
€€94

*

629d
8TaN
Lzgea

(144
61971

LTS
918D
STSd
fas:d
€181
¢TS4
1198
0TSM
6093
80GI

S09%
Y0S)

209d

0050

86%1

9674
S67N
Y6VH
E£6%H

16%d
0674

887l

S8%a
¥8YN

187N

vLvS

$S094

€091
T09d

0094

831
€8SH
C8SA
7891

6.54
8LSH
LLSY
9,93

899d

posn
€9SN
(41
199y
098D
6691

Akl

GGGR

€3993

0884

8%SL

9%SL

£%9d

TPSH

9998

TN
0991
6G9)

LG9T

7394

2891
139V

6%9A
879L
L7980

STOL

€294
{443}

029V

819L
L1934
9T9A
S198

€194
TT90

809I
L09A
909L

0ELS

LTLT
9TLA
GTLY
YTLA

TTiN
0TLd

8TLY
LTLR

STLA

TrLd
0TLD

80.¥

Y0LI

00LA

1690
9694
G691
690

2691
T69A

9490
£L94

TL94
0L9H
699d
899H
L99L

16L0
06LL

88LL

981

€8.L71
T8LY

9L.3
SLLT

TLLT
TLLT

L9.4
99.4
G9LA
Y9.LY

£%8)

6€£8)

LESY

0€8d
62T8M
8C8H

9T8A
T8N

3

j14:1 8
0Z8A
618N

€181
218s
7182

8083
LO8A
908K

7084

86.L1T
L6L4

S6.4
6.0

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 29

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

e Molecule 3

20%

46%

26%

Chain 14-M

€931
(42

097
693

983
Se%

[4:hy
181

8YA

9%S

2341

[4E
1€d

62N

LTV

eta
iz4:!

611
814

IV

o )
- -
[ <

©
<

©
(5]

9TTA

ETTH
CITY

OTTA

80713
LOTH

€071

TOTY
00Td

96H
S6L
w6H
€61

T6H

881
L8Y
980
g8k

£8d

8N
08I

8.4

TLL
0LT

0674

88TN
L8TA

6.1
8LTL

9L11
SLTI
vL1S

TLIN

6S1S

L81S
9814

¥4TH
€41d
ca1d
STV
0873

8714

9vTH

441
55742

6ETA

LETd

e
3

7ETA
€ETd
TETT
TETM

8C1d

pacd

i

0S2I

9%Td

0¥%eN
6€TH
8ETA
LETL

PETN

(434S

9TCTN

4443

(4448

v0cH

20es

86TL

S6TA
¥610

LTEQ

ZTEN

61€4
81€d

6621

962A
S62H

[4:141
1621

G8TA

08cd
6.271

Lltd

[kaS
TLled
0421
6921

L9TL

G921

€92V

00%Y
66€Y

z6¢e1
T6€D

68€1

11

8LEd

SLEV
pLED
€Led
cLed

S9EN

T9eD

6GEN

9G€D

TSER
TGeI
0SeY
6%EL
8veN
Lyed

ShEY

£%ed

THET

6€€Q
8EEI

S€EQ

£EEY

62€d

S9PY
Y9I
£9%a

09%D
6971

SG%Y

€590

8%vh

PPN
ShPI
a4
€Y1
(474728
15420

8EYd

EETA
{454
TEPA

90%A

Y0¥%d
€0%X
20%D

629d
879N
LTS3

i

S0SY
Y0S%

2053

00Sb

86%1

96%4
S6%H
¥6VH
£6%H

1674
06%4

8870

S8vd
8N

187N

¥.LvS
ELVN

0L%d

89%3

99%H

S6SM

€6GS
2681
T6SN
069X
6890
889A

989V
¥89X
€89H
T8SGA
18971

99SK

€993

0894

8Y9L

9%9L

TSN

6€93

9€9T

vess
€€9d

LG9T

Y3594

2891
TS99V

6791
8%9L
1790

S2TOL

€294
[44°43

0Z9V

8T9L
L19%
9197
S19S

£19)
219

8091
L09A
909L
5093

€091
209d

0094

0ZL4

LTLR

STLA

TTLd
0TLD

L0LD

004A

9694
9691
7690

T691
T69A

£89d
T89L

89N
L.9d

TN
0991
6G9%

€841
T8LY

08.a

8LLI

9L.3
GLLT

€LLD
TLLT
TLLT
0LLD
69.LY

9.4
9944
S9LA
P9.LY

69,4
8GLA

GGLH

€GLA

TSLI

6%.LD
8¥%L1
PAZNS
9%.LY

¥PLS
ePLY
ThLY

0%LS

9eLh
SGELD

0ELS

LTLT
9TLA
GTLY
bTLR

£78)

68

LESY

0€8d
628M
8C8H

9T8A
ST

I

TZey
0z8A
618N

€181

1184

L08A
908K

£081

86.L71
L6L4

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

96.4
6.0

1640
06LL

88LL

e Molecule 3

98.LI

19%

47%

27%

Chain 15-M

oL
€9
oA

09A
693

9Gd

0
10
B4

= O -
D 1o
=

© N~ ©
& &
0w

8EA

SEX

€ea
(4
Ted

62N

3

STl

v

™
-
<

o
© -
- [

©
5]

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 30

€E€Td

€210
ccrd

ETTH

OTTX

8072

1

™
©
%

86TL

6.L1D
8LTL

9LT1
G471
vL1S

L

0LTH

89TL
L9711
99TH

91h
€9TA

TOTN

6G1S

LSTS
9974

%9TH
€97d
zg1d
TSTY
0g1a
671D
87TH

OV TH

441

6ETA

0421
6921

L9TL

S9TI

€92V

¥9ca

i

0821

ovcd

wea
o
6€TH
8ETA
LETL

YETN

ceTd

9gTN

¥TTs

(4443

¥0TH

cozs

S€ea

E£EEV

62€d

LTea

CTTEN

61€d
8T€D
L1€0

YTER

1L

(A2
17ed
0TER
60€d

LOEL
90€L
SO0E€I

€0€1
CTOEN

00€1
6621

962
9621

T6TH
1621

S8TA

08zd
6.21

LLTd

LTy
TL2H

0Tl

LO%YH
90%A

¥0vd
€0%R
20%D

00%V
66€X

T6ET
16€D

68€T

8.L€d

qLEY
7LeD
€Led
zLed

SOEN

{4225

6GEN

98€D

TSER
19€I
0SeY
6YEL
8YEN
Ly€d

SYEV

£ved

%€

6eed
8EEI

ELVN

0L%d

89%d

99%9H
SOvY
YovI
£9%a

09%9D
631

LG%R

SGPY

3]

iad]

OvFN
SYPI
i4%42)
55749
{4747\
TovH

8E%d

EEVA
4544
TEPN
0ERY
62%1
8THY

j447\

zTHA
j3474]

61%A
8T¥L
L1790

STV
A2

cIvd
T1%H

6€5d

9881

bess
€€8d

6c9d
8¢9
Lgsd

8671

9674
S6TIW
Y6%H
E£6TH

T6%4
0674

88%h

fefeics
»8YN

87N

bL¥S

S093d

€091
209d

009

891
€8SH
T8SA
89T

6.G4
8LSH
LLSY
9,93

899d

98N
€9SN
29SS
T98%
095D
6991

188b

GGGA

€469%

06894

8%3L

9%SL

€%39d

THSH

9995

TOOH
0991
69931

L991

jaskel's

24891
TS9OV

6791
8%9L
L%90

STIL

€294
2T91

0Z9V

8191
LT9Y
9T9A
4198

€194
T190

8091
LO9A
909L

LTLT
9TLA
aTLY
YTLE

TTLD

0zLd
6T.L0

LTLR

STLA

00LA

1690
9694
G697
690

2691
T69A

€89d
T89L

6,93
8L9N
L19d

.90
£L94

TL94
0L9H
699d
899H
L99L

16L0
06.LL

88LL

98.L1

€8.L1
[4:78')
8.0
08.La

8LLW
LLL3
9L.3
SLLT

TLLT
TLLT

1924
99.4
S9LA
Y9LY

T9.LD

63,4
8GLA

GGLH

€9LA

TSLI

674D
8YLT
LYLT
OYLY

¥hLS
€YLY
[425')

0%LS

9eLb
SELD

0€LS

£¥8%

68

LE8Y

0€8d
6281
8T8H

9T8A
T8N

3

1284
0Z8A
618N

€181
T18s
1182

L08A
908K

8641
L6L4

e Molecule 3

S6.L4
%6.L0

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

19%

46%

27%

Chain 16-M

7oL
£9%
(42

09A
693

983
S8

[4:33
181

87A

9%S

SEN

£€a
[4%
1ed

6CN

3

STl

j23 4

™
—
<

o
© -
< [

©
(5]

TETH

8¢1d

GTIL
4478
€210
cTrd
TCTT

6118

9TTA

€TTM

OTTA

8072
LOTH

€071

TOTY
001d

96H
S6L
wen

T6H

88I

28

£8d

-
©
=

6.8
8.4

TLL
0LT

S6TA
610

067y

881N
L8TA

6.L1D
8L1L

9LT1
QL11
ZA%

TLIN

8971
L9711
99T

91D
€974

TOIN

6G1S

1818
9814

$9TH
€91d
¢S1d
TSIV
0s1d
6710
8%TH

9%TA

441
15429

6ETA

LETd

PETA
€ETd
CETT

L9TL

G921

€920V

v9ca

i

0821

9%cd

o¥veN
6€TH
8ETA
LETL

YETN

€T

9T

7443

(4443

v0T=

20ts

86TL

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 31

62€d

LL]

CTIeR
T1EQ
0TER
60€d
80N
LOEL
90€L
GO€I

€0€1
COEN
TOEQ
00€I

Llzd

90%A

Y0%d
€0%X
20%D

00%Y

T6ET
T6€D

68€T1

8Led

pLED
€Led
cLed

0GeY
6YEL
8YEN
LY€d

SYEY

£%€4

TYET

6€€d
8EEI

ggea

£eey

0L%d

89%3

99%H
SOPV
PovI
£9%a

09%H
6371

SG%Y

€970

870

ShPI
a4t
549
(47478

(454
TEPN
0EVY
62%1
8THY

HTHN

TTHA
1250

6T%A

9€9T

vess
€€9d

L

629d
8T9M
pracics

Ll

(i14°4
61871

LTGW
918D
STSd
fas:ld
€781
¢TS4
1198
0TSM

80SI

S09%
Y094
€091
2093

008h

86%1

9674
S67N
Y6VH
E£6%H

1674
06%4

887l

S8%a
¥8YN

18%N

BLYS
ELVN

T09d

0094

S6SM

€6GS
T6SI
T6SN
0691
689a
88GA

S8V
831
€8SH
T8SA
1891

6.94
8.LSH
LLSY
9,53

89464

¥9SN
€98N
(4=
T99%
098D
6691

GGGR

£499%

0884

8%GL

9%GL

TPSH

6€SE

TOON
0991
659)

LG9T

7994

o
<
©
=

T891
199V

6791
8%9L
1790

STOL

€294
[44°4

029V

819L
L1934
9T19A
S198

£19)
[45<h]

809I
L09A
909L
5093

€091

LTLT
9TLA
STLY
YTLA

TTLY

0gLd
6T.L0

LTLR

STLA

ClLd
T1.4
0TLD

80.Y
L0LD

Y0LI

00LA

9694
G691
690

2691
T69A

£89d
2891

8L9N
L.9d

.90

88LL

981

€8.L1
8L
8.0

8LLH
LLLE
9L.3
SLLT

TLLT
TLLT

9.4
99.4
S9LA
P9y
£9.LL

el
I

6G.4
8GLK

GGLH

€GLA

TGLI

6%.LD
8¥%L1
LyLT
%Y

vPLS
EPLY
[42%')

0%LS

9eLb
SELD

0ELS

£%8Y

6€8)

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

LE8A

0€8d
6C8M
8T8H

9T8A
GT8N

Tcey
0Z8A
618N

€181
T18Ss
7182

86.L7T
L6L4

e Molecule 3

96.4
6.0

16.L0
06.LL

19%

46%

28%

Chain 17-M

oL
€91
TOA

09A
693

8YA

9%S

[47:4

15728

6€4
8EA

SEA

€ea
{4
Te€d

62N

3

STI

IV

™
-
<

o
© -
- [N

©
5]

TETM

8C1d

STTL
j£49
€210
(44X}
1211

6T1S

LL]

9TTA

ETTH

OTTA

80713
LOTYH

€071

10TV
00Td

96H
S61
v6n

T6H

881

S8L

€8d

=
©
=

6.8
8.4

TLL
0LT

S6TA
7610

0614

88TN
L8TA

6L1D
8LTL

9LT1
SLTI
A%

TLIN

89TL
L9117
99T

7910
€9TA

T9TN

6STS

L81S
9GTd

$STH
€4Td
24Td
18TV
0813
67T
8YTH

OV TH

i44%)
157499

6ETA

LETd

PETA
€ETd
CETT

L9CTL

S9TI

e9cy

vecd

3

0§21

ovcd

o
6ecH
8ETA
LETL

TETN

ceTd

9ze

{4443

[44493

70TH

T0Ts

86TL

62€d

LTed

TTEN

61€d
81€D
L1€b

YIER

(4279
T1Ed
0T€R
60ed
80€EN
L0EL
90€L
GO0EL

€081
COEN
TO0Ea
00€I
6621

962)
S6TH

T6TH
T6CI

S98CA

08cd
6.271

Llzd

TLTY
TLcE
0421
6921

90%A

70%d
€0%X
20%0

00%Y
66€)

T6ET1
T6ED

68€1

8.Led

R LDWIDE

SLey
BLED
€Led
cLed

S9€)

29€eD

6GEN

9G€D

TSER
TGe1
0Gey
6%EL
8%eA
Ly€d

SYEY

£%e4

TYET

6e€d
8EEI

Sseea

€eey

0L%d

89%H

99%D
S9PY
Y9¥%I
£9%a

09%D
6G%1

el

€570

8%¥h

OPPN
SHPI
a7
4470
147478
TP

8E€Yd

EEVA
TERY
TEYH
0ERY
621
8THY

YTTN

TTYA
12474)]

6T%A

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

=
@)
o
o¥]
a'at
>
-
<
g
g
=
N
]
N
=
<
=
G
-
5
T
@)
=
/
o
<
=
=
Eal
=4
]
<
an)
<
=
<
A
=
=]
™~
an)
]
ol
E
=

™

o
b
80
S

ol

9€9T

vess
£€94d

*

629d
8T
Lzsd

Ll

0zey
6181

LTIGH
918D
ST784d
7180
€781
¢T84
7183

6053
80S1

S09%
Y09%

2093

008b

86%1

9674
S67W
Y6%H
E£6%H

T6%d

98%a

vL¥S

209d

009

S6SM

£69S
T6SI
T6SN
069K
6890
889A

989V
7894
€8SH
T8SA
T89T

6.94
8LSH
LLSY
9.93d

899d

YoSN
€9SN
T9Ss
T99%
095D
6991

SGGGA

€99

0894

TO9N
0991
699

LG9T

994

2891
1S9V

6791
8%9L
L%9b

STOL

€294
(4443

029V

8T9L
LT9%
9T9A
S19S

£19)
(41}

8091
L0O9A
909L
5093

€091

LTL1
9TLA
qTLY
HTLA

TTLh

0zLd
6T.d

LTLR

STLA

TrLd

Ll

HOLI

00LA

9694
9691
7690

2691
T69A

£89d
T89L

8.L9N
1,94

%L90

16L0
06.LL

88LL

98.I

€8.L1
°8.L
18.a
08.a

8LLW
LLla
9..3
SLLT

TLLT
TLLT

L9.4
99.4
S9LA
H9.LY

I

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

63,4
8GLA

SGLH

€GLA

TSLI

6%.LD
8.1
AN
OvLA

wPLS
EYLY
{475’}

0%.LS

9gLb
SELD

0€LS

£%8%
Tv81

6€£8)

Le8Y%

0g8d
6Z8M
8T8H

9z8A
gzen

134:1')
0Z8A
618N

€181
T18s
1182

L08A
908K
5084

€081

8641
L6L4

e Molecule 3

S6.4
76.L0

19%

46%

28%

Chain 18-M

oL
€94
T9A

09A
693

9Gd

10
0
B

-
w
B

© N ©
& <
0 mo>

8EA

SEA

€ea
[4
Ted

6N

3

GTI

234

™
—
<

o
© -
- 9

©
5]

€E€Td
TETT
TETH

8C1d

GTIL
1747
€210
ccrd
TCT1

611S

9TTR

ETTH

OTTX

8072
LOTH

€071

TOTY
007d

96H
S6L
pen

T6H
06a

1

S8L

™
@
%

8N

8.4

TLL
0.1

86TL

S6TA

06T

88TN
L8TA

6.L1D
8LTL

9LT1
G471
vL1S

L

0LTH

89TL
L9T1
99TH

91h
€9TA

TOTN

6G1S

LSTS
9974

%STH
€97d
zs1d
19TV
0g1a
6%1h
87TH

OV TH

441
157499

6ETA

LETd

YETA

0421
6921

L9TL

S9TI

€92V

¥9ca

i

0821

ovcd

wea
o
6€TH
8ETA
LETL

YETN

ceTd

44\

j4443)

[4443

¥0TH

cozs

SEEa

£EEV

62€d

LTea

CTTEN

61€d
8T€D
L1€0

YIER

1L

TIER
17ed
0TER
60€d

LOEL
90€L
SO0€I

€0€1
COEN

00€1
6621

962
9621

T6TH
1621

S8TA

08zd
6.271

LLTd

LTy
TL2H

0T

LO%YH
90%A

¥0vd
€0%R
20%D

00%V
66€X

T6ET
16€D

68€T

8Led

qLEY
7LeD
£Le8
zLed

SOEN

{4225

6GEN

98€DH

CTSER
16€I
0SEY
6YEL
8YEN
Ly€d

SYEV

£ved

1528

6eed
8EEI

ELTN

0L%d

89%d

99%DH
SOvY
YovI
£9%a

09%H
631

LG%R

SGPY

3]

Eiad]

OvFN
SYPI
447
55749
{4747\
TYoH

8E¥%d

EEVA
(4544
TEPN
0ERY
62%1
8THY

j447\

zTHA
j3474]

6T1%A
8T¥L
L1970

STPY
A2

(AL
A5

6€5d

9€81

bess
€€8d

6c9d
8¢9
Lgsd

S08%
$09)

2093

0050

8671

9674
S67IW
Y6%H
E£6%H

T6%4
0674

88%h

fefeics
»8YN

87N

bL¥S

S09d

€091
209d

009

78341
€8SH
T8SA
89T

6.G4
8LSH
LLSY
9,93

894d

oSN
€98N
29SS
T98%
095D
6991

L88b

SGGGA

€89%

06894

8%SL

9%aL

€%3d

THSH

9995

TOOH
0991
6991

L991

jaskels

24891
TS9OV

6791
8%9L
L%90

STIL

€294
2Tl

0Z9V

8191
LT9%
9T9A
39198

€194
T190

8091
LO9A
909L

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




2W4G

=
@)
o
o¥]
a'at
>
-
<
g
g
=
N
]
N
=
<
=
G
-
5
T
@)
=
/
o
<
=
=
Eal
=4
]
<
an)
<
=
<
A
=
=]
™~
an)
]
ol
E
=

Page 33

0ELS

LTLT
9TLA

0gLd

8TLY

TTLd

+

9694
G691
690

2691

L,9d

7490
£L94

TL94
0L9H
699d
899H
L99L

T6.L0
06.LL

88LL

1924
99.4
S9LA

6G.4

6%.LD
8YL1
LYLT
OYLY

vhLS
€Y.V

0¥%.LS

9e.Lb
SELD

e Molecule 3

€€Ld

€984

683

LE8Y

S€84

0€8d
628M
8T8H

9T8A
T8N

3

1284
0Z8A
618N

€181

1182

8083
L08A
908K

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT

7084

86.L1
L6.L4

S6.L4
¥6.LD

19%

47%

27%

Chain 19-M

£9%
(42

097
693

983
S8

[4:33
181

87A

9%S

+

SEN

£€a
[4%
1ed

62N

3

(A

234

o )
- -
[ <

©
=

©
5]

ETTH

OTTR

8013
LOTYH

€011

10TV
001d

96H
S6L
wen

T6H
06

1

S84

™
@
o

-
©
=

©
~
[

TLL
0LT

86TL

L

0L74

89TL
L9711
99TH

91h
€974

TOTN

6818

LSTS
9514

$STH
€91d
z81d
19TV
0g1d
6710
8YTY

i)

441
(5429

6ETA

LETd

PETA

0421
6921

L9TL

G921

€92V

3

Tvea
o¥beTN
6€TH
8ETA
LETL

YETN

(434S

9ZTN

TS

(4443

v0TH

20Ts

61€d
81€D
L1780

22

11

(4299
T1EQ
0TER
60€d

LOEL
90€L
SO0E€I

€081
COEN

00€I
6621

96T
S621

26TH
T62I

G8CTA

08td
6.1

LLTd

TLTH
TLCE

OT¥N

LO%Y
90%A

Y0¥%d
€0%R
20%D

00%Y
66€X

T6ET
T6€D

68€1

8.Led

SLEY
vLED
€Led
zLed

S9EN

2T9EH

69EN

9G€D

CTSER
TSEI
0GeEY
6YEL
8YEN
LY€d

SYEY

£ved

TYET

6€€d
8EEI

ELVN

0Lvd

89%3

99%H
SOPY
PovI
£9%a

i
Ll

09%H
63871

LGHR

997y

€590

8¥Hh

9PPN
SYPI
a2t
5429
{47478
TPPI

8€%d

EEVA
(454
TEPN
0EVY
62%1
8THY

HTHN

TTHA
1250

6T%A
8T¥L
L19%0

STPY
4529

TThd
119

6€93

9€9T

bess
€€94

*

629d
8TaN
Lzgea

(144
61971

LTS
918D
STSd
fas:d
€181
¢TS4
1198
0TSM

80SI
108D

86%1

9674
S67N
Y6VH
E£6%H

16%d
0674

887l

S8%a
¥8YN

187N

vLvS

$S094

€091
T09d

0094

831
€8SH
C8SA
7891

6.54
8LSH
LLSY
9,93

899d

posn
€9SN
(41
199y
098D
6691

Akl

GGGR

€3993

0884

8%SL

9%SL

£%9d

TPSH

9998

TN
0991
6G9)

LG9T

7394

2891
139V

6%9A
879L
L7980

STOL

€294
{443}

029V

819L
L1934
9T9A
S198

€194
TT90

809I
L09A
909L

LTLT
9TLA
sTLY
YTLA

TTLD

0gLd
6T.L0

LTLR

STLA

00LA

1690
9694
G691
690

2691
T69A

£89d
2891

6.93
8L9N
L.9d

9490
£L94

TL94
0L9H
699d
899H
L99L

16L0
06LL

88LL

981

€8.L1
8L
8.0

8LLH
LLL3
9L.3
SLLT

TLLT
TLLT

9.4
99.4
G9LA
Y9.LY

3

6G.4
8GLK

GGLH

TGLI

6%.D
8¥%L1
PAZNS
% LA

vPLS
EPLY
[42%’)

0%LS

9ELD
SELD

0ELS

€981

6€£8)

LEBY

9€84

TEBH

0€8d
6CT8M
8CT8H

9T8A
ST8N

128y
0Z8A
618N

€181
218Ss
7182

LO8A
908K

€081

8641
L6L4

S6.4
6.0

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



2W4G

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 34

MYOSIN HEAVY CHAIN, SKELETAL MUSCLE, ADULT
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4 Experimental information (i)
Property Value Source
Reconstruction method HELICAL Depositor
Imposed symmetry POINT, Not provided Depositor
Number of segments used Not provided Depositor
Resolution determination method | FSC 0.5 CUT-OFF Depositor
CTF correction method Not provided Depositor
Microscope FEI/PHILIPS CM300FEG/T Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) Not provided Depositor
Minimum defocus (nm) Not provided Depositor
Maximum defocus (nm) Not provided Depositor
Magnification Not provided Depositor
Image detector TIETZ TEM-CAM F224 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 | 1 1oy VS RMSZ #|Z] >2
1 1-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 10-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 11-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 12-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 13-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 14-B 0.69 0/1199 1.67 18/1617 (1.1%)
1 15-B 0.70 0/1199 1.67 17/1617 (1.1%)
1 16-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 17-B 0.69 0/1199 1.67 18/1617 (1.1%)
1 18-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 19-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 2-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 20-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 3-B 0.69 0/1199 1.67 18/1617 (1.1%)
1 4-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 5-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 6-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 7-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 8-B 0.70 0/1199 1.67 18/1617 (1.1%)
1 9-B 0.70 0/1199 1.67 18/1617 (1.1%)
2 1-C | 0.74 1/1140 (0.1%) 1.58 9/1530 (0.6%)
2 | 10-C | 0.74 1/1140 (0.1%) 1.58 9/1530 (0.6%)
2 | 11-C | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
2 12-C 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
2 13-C 0.74 1/1140 (0.1%) 1.58 9/1530 (0.6%)
2 14-C 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
2 | 15-C | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
2 | 16-C | 0.74 1/1140 (0.1%) 1.58 9/1530 (0.6%)
2 | 17-C | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
2 | 18C | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
2 19-C 0.74 1/1140 (0.1%) 1.58 9/1530 (0.6%)
2 2-C 0.74 1/1140 (0.1%) 1.58 9/1530 (0.6%)
2 20-C 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
2 3-C 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
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. Bond lengths Bond angles
Mol | Chain | g7 42| >2 RMSZ 42| >2
iC | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
5C | 0.74 1/1140 (0.1%) 1.58 9/1530 (0.6%)
6C | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
7C | 074 1/1140 (0.1%) 1.59 9/1530 (0.6%)
8C | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)
9-C | 0.74 1/1140 (0.1%) 1.59 9/1530 (0.6%)

I-M | 1.28 60,6593 (0.9%
10-M | 1.31 60,6593 (0.9%
11-M | 1.29 58,6594 (0.9%
12-M | 1.30 58,6594 (0.9%
13-M | 1.33 60,6593 (0.9%
14-M | 1.30 59,6594 (0.9%
15-M | 1.31 60,6593 (0.9%
16-M | 1.35 58,6593 (0.9%
17-M | 1.28 576594 (0.9%

) 1.54 95/8881 (1.1%)
(0.9%) 1.54 95,/8881 (1.1%)
(0.9%) 1.54 99,/8884 (1.1%)
(0.9%) 1556 | 101/8884 (1.1%)
(0.9%) 1.54 95,/8881 (1.1%)
(0.9%) 155 | 102/8884 (1.1%)
(0.9%) 1.54 95,/8881 (1.1%)
(0.9%) 1.54 99/8881 (1.1%
(0.9%) 1.53 98,/8884 (1.1%
18M | 1.28 59,6593 (0.9%) 1.53 94/8881 (1.1%
19-M | 1.32 61,6593 (0.9%) 1.54 96,8881 (1.1%
(0.9%)
(0.9%)
(0.9%)
(1.0%)
(0.9%)
(0.9%)
(0.9%)
(0.9%)
(

M | 1.28 60,6593 (0.9%
20-M | 1.29 58,6594 (0.9%
3M | 1.28 60,6593 (0.9%
AM | 1.32 63/6594 (1.0%
5M | 1.30 61,6594 (0.9%
6-M | 1.31 61,6593 (0.9%
M | 1.29 62,/6594 (0.9% 154 | 98/8834 (1.1%

&M | 1.29 58,6594 (0.9% 154 | 99/8884 (1.1%

o-M | 1.31 58,6593 (0.9%) 154 | 99/8831 (1.1%)

Al | Al | 1.18 | 1211/178649 (0.7%) | 1.57 | 2487/240587 (1.0%)

(
(1.1%)
(1.1%)
(1.1%)
(1.1%)
1.54 | 95/8881 (1.1%)
1.54 | 99/8884 (1.1%)
1.56 | 98/8881 (1.1%)
(1.1%)
(1.1%)
(1.1%)
(1.1%)
(1.1%)

1.54 97/8884 (1.1%
1.57 98/8884 (1.1%
1.54 96,/8881 (1.1%

W[ W W W W W W W W W W W W W W W W WwWw NN N NN

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

Mol | Chain | #Chirality outliers | #Planarity outliers
1 1-B 0 4
1 10-B 0 4
1 11-B 0 4
1 12-B 0 4
1 13-B 0 4
1 14-B 0 4
1 15-B 0 4
1 16-B 0 4

Continued on next page...
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The worst 5 of 1211 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
3 16-M | 709 | LYS C-N 34.79 1.95 1.33
3 13-M | 709 | LYS C-N 29.52 1.86 1.33
3 10-M | 805 | ARG C-N 25.22 1.92 1.34
3 15-M | 731 | ALA C-N 25.18 1.92 1.34
3 19-M | 731 | ALA C-N 25.17 1.92 1.34
Eeaiovio
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The worst 5 of 2487 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
3 4-M 731 | ALA | O-C-N | -28.58 76.97 122.70
3 6-M 731 | ALA | O-C-N | -28.58 76.97 122.70
3 16-M | 731 | ALA | O-C-N | -28.58 76.97 122.70
3 2-M 731 | ALA | O-C-N | -28.57 76.99 122.70
3 5-M 731 | ALA | O-C-N | -28.57 76.99 122.70

There are no chirality outliers.

5 of 108 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 1-B 105 | ASP Peptide
1 1-B 127 | ARG Peptide
1 1-B 140 | PHE Peptide
1 1-B 141 | PRO Peptide
3 1-M 98 HIS | 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-B 1177 0 1134 138 0
1 2-B 1177 0 1134 136 0
1 3-B 1177 0 1133 153 0
1 4-B 1177 0 1134 133 0
1 5-B 1177 0 1134 158 0
1 6-B 1177 0 1134 138 0
1 7-B 1177 0 1134 163 0
1 8-B 1177 0 1132 129 0
1 9-B 1177 0 1134 133 0
1 10-B 1177 0 1134 134 0
1 11-B 1177 0 1134 137 0
1 12-B 1177 0 1134 134 0
1 13-B 1177 0 1134 135 0
1 14-B 1177 0 1134 133 0
1 15-B 1177 0 1134 130 0
1 16-B 1177 0 1134 134 0

Continued on next page...
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PROTEIN DATA BANK

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 17-B 1177 0 1134 129 0
1 18-B 1177 0 1134 136 0
1 19-B 1177 0 1134 131 0
1 20-B 1177 0 1134 135 0
2 1-C 1126 0 1068 409 0
2 2-C 1126 0 1078 250 0
2 3-C 1126 0 1084 133 0
2 4-C 1126 0 1083 142 0
2 5-C 1126 0 1078 432 0
2 6-C 1126 0 1084 95 0
2 7-C 1126 0 1083 192 0
2 8-C 1126 0 1081 124 0
2 9-C 1126 0 1084 88 0
2 10-C 1126 0 1084 89 0
2 11-C 1126 0 1080 215 0
2 12-C 1126 0 1079 202 0
2 13-C 1126 0 1070 241 0
2 14-C 1126 0 1077 281 0
2 15-C 1126 0 1084 89 0
2 16-C 1126 0 1084 85 0
2 17-C 1126 0 1084 100 0
2 18-C 1126 0 1070 245 0
2 19-C 1126 0 1079 111 0
2 20-C 1126 0 1084 206 0
3 1-M 6455 0 6360 1233 0
3 2-M 6455 0 6376 1018 0
3 3-M 6455 0 6376 876 0
3 4-M 6455 0 6380 919 0
3 5-M 6455 0 6344 1488 0
3 6-M 6455 0 6381 868 0
3 7-M 6455 0 6376 936 0
3 8-M 6455 0 6382 862 0
3 9-M 6455 0 6382 860 0
3 10-M 6455 0 6381 859 0
3 11-M 6455 0 6376 949 0
3 12-M 6455 0 6363 1156 0
3 13-M 6455 0 6368 1055 0
3 14-M 6455 0 6345 1358 0
3 15-M 6455 0 6382 856 0
3 16-M 6455 0 6380 874 0
3 17-M 6455 0 6384 841 0
3 18-M 6455 0 6369 1032 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 19-M 6455 0 6377 908 0
3 20-M 6455 0 6381 961 0

All All 175160 0 171738 21980 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 63.

The worst 5 of 21980 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)
2:C:139:TYR:CE2 | 3:M:725:ARG:HG3 1.24 1.71
3:M:508:1LE:HD13 | 3:M:766:PHE:CE2 1.26 1.70
2:C:93:VAL:CG1 | 3:M:724:TYR:CD1 1.76 1.65
3:M:540:CYS:CB | 3:M:602:PRO:HG2 1.27 1.63
3:M:540:CYS:CB | 3:M:602:PRO:HG2 1.27 1.63

There are no symmetry-related clashes.

5.3 Torsion angles (i)
5.3.1 Protein backbone (i)

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

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

Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
1 1-B 148/150 (99%) 120 (81%) 16 (11%) 12 (8%) 16
1 2-B 148/150 (99%) 119 (80%) 17 (12%) (8%) 16
1 3-B 148/150 (99%) 119 (80%) 17 (12%) (8%) 16
1 4-B 148/150 (99%) 119 (80%) 17 (12%) 12 (8%) 16
1 5-B 148/150 (99%) 120 (81%) 16 (11%) 2 (8%) 16
1 6-B 148/150 (99%) 120 (81%) 16 (11%) (8%) 16
1 7-B 148/150 (99%) 119 (80%) 17 (12%) 2 (8%) 16
1 8-B 148/150 (99%) 119 (80%) 17 (12%) 12 (8%) 16

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

9-B 148,/150 (99%
10-B 148/150 (99%
11-B 148,/150 (99%
12-B 148,/150 (99%
13-B 148,/150 (99%
14-B 148,/150 (99%
15-B 148/150 (99%
16-B 148,/150 (99%
17-B 148,/150 (99%
18-B 148,/150 (99%
19-B 148,/150 (99%
20-B 148,/150 (99%

1-C 143/145 (99%
2-C 143/145 (99%
3-C 143,145 (99%
4-C 143/145

5-C 143/145 (99%
6-C 143/145 (99%
7-C 143,145 (99%
8-C 143/145 (99%
9-C 143/145 (99%

10-C 143/145 (99%
11-C 143/145 (99%
12-C 143,/145 (99%
13-C 143/145 (99%
14-C 143/145 (99%
15-C 143/145 (99%
16-C 143/145 (99%
17-C 143/145 (99%
18-C 143/145 (99%
19-C 143/145 (99%
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Continued from previous page...

Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
2 | 20-C 143/145 (99%) 110 (77%) | 21 (15%) | 12 (8%)
3 1-M 786,/840 (94%) 649 (83%) 114 (14%) | 23 (3%)
3 2-M 786,/840 (94%) 649 (83%) 114 (14%) | 23 (3%)
3 3-M 786,/840 (94%) 648 (82%) 116 (15%) | 22 (3%) 6|
3 4-M 788/840 (94%) 651 (83%) 114 (14%) | 23 (3%)
3 5-M 788/840 (94%) 650 (82%) 115 (15%) | 23 (3%)
3 6-M 786,/840 (94%) 648 (82%) 114 (14%) | 24 (3%)
3 7-M 788/840 (94%) 650 (82%) 115 (15%) | 23 (3%)
3 8-M 788/840 (94%) 650 (82%) 115 (15%) | 23 (3%)
3 9-M 786,/840 (94%) 648 (82%) 115 (15%) | 23 (3%)
3 10-M 786,/840 (94%) 649 (83%) 114 (14%) | 23 (3%)
3 11-M 788/840 (94%) 650 (82%) 115 (15%) | 23 (3%)
3 12-M 788/840 (94%) 650 (82%) 114 (14%) | 24 (3%)
3 13-M 786,/840 (94%) 648 (82%) 116 (15%) | 22 (3%) 6|
3 14-M 788/840 (94%) 647 (82%) 116 (15%) | 25 (3%)
3 15-M 786,/840 (94%) 649 (83%) 115 (15%) | 22 (3%) 6|
3 16-M 786,/840 (94%) 648 (82%) 114 (14%) | 24 (3%)
3 17-M 788/840 (94%) 650 (82%) 114 (14%) | 24 (3%)
3 18-M 786,/840 (94%) 649 (83%) 115 (15%) | 22 (3%) 6|
3 19-M 786,/840 (94%) 649 (83%) 115 (15%) | 22 (3%) 6|
3 20-M 788/840 (94%) 650 (82%) 114 (14%) | 24 (3%)
All All 21558/22700 (95%) | 17584 (82%) | 3032 (14%) | 942 (4%)

5 of 942 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 1-B 76 ASN
1 1-B 109 LYS
1 1-B 115 SER
1 1-B 141 PRO
1 1-B 142 PRO
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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-B 128/130 (98%) 116 (91%) 12 (9%)
1 2-B 128/130 (98%) 116 (91%) 12 (9%)
1 3-B 128/130 (98%) 116 (91%) 12 (9%)
1 4-B 128/130 (98%) 116 (91%) 12 (9%)
1 5-B 128/130 (98%) 116 (91%) 12 (9%)
1 6-B 128/130 (98%) 116 (91%) 12 (9%)
1 7-B 128/130 (98%) 116 (91%) 12 (9%)
1 8-B 128/130 (98%) 116 (91%) 12 (9%)
1 9-B 128/130 (98%) 116 (91%) 12 (9%)
1 10-B 128/130 (98%) 116 (91%) 12 (9%)
1 11-B 128/130 (98%) 116 (91%) 12 (9%)
1 12-B 128/130 (98%) 116 (91%) 12 (9%)
1 13-B 128/130 (98%) 116 (91%) 12 (9%)
1 14-B 128/130 (98%) 116 (91%) 12 (9%)
1 15-B 128/130 (98%) 116 (91%) 12 (9%)
1 16-B 128/130 (98%) 116 (91%) 12 (9%)
1 17-B 128/130 (98%) 116 (91%) 12 (9%)
1 18-B 128/130 (98%) 116 (91%) 12 (9%)
1 19-B 128/130 (98%) 116 (91%) 12 (9%)
1 20-B 128/130 (98%) 116 (91%) 12 (9%)
2 1-C 120/122 (98%) 109 (91%) 11 (9%)
2 2-C 120/122 (98%) 109 (91%) 11 (9%)
2 3-C 120/122 (98%) 109 (91%) 11 (9%)
2 4-C 120/122 (98%) 109 (91%) 11 (9%)
2 5-C 120/122 (98%) 109 (91%) 11 (9%)
2 6-C 120/122 (98%) 109 (91%) 11 (9%)

=
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
2 7-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 8-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 9-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 10-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 11-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 12-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 13-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 14-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 15-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 16-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 17-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 18-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 19-C 120/122 (98%) 109 (91%) 11 (9%) 37
2 | 20-C 120/122 (98%) 109 (91%) 11 (9%) 37
3 1-M 693,724 (96%) 522 (75%) | 171 (25%)
3 2-M 693,724 (96%) 522 (75%) | 171 (25%)
3 3-M 693,724 (96%) 523 (76%) | 170 (24%)
3 4-M 693,724 (96%) 522 (75%) | 171 (25%)
3 5-M 693,724 (96%) 522 (75%) | 171 (25%)
3 6-M 693,724 (96%) 522 (75%) | 171 (25%)
3 7-M 693,724 (96%) 522 (75%) | 171 (25%)
3 8-M 693,724 (96%) 522 (75%) | 171 (25%)
3 9-M 693,724 (96%) 522 (75%) | 171 (25%)
3 | 10-M 693,724 (96%) 523 (76%) | 170 (24%)
3 | 11-M 693,724 (96%) 522 (75%) | 171 (25%)
3 | 12-M 693,724 (96%) 522 (75%) | 171 (25%)
3 ] 13-M 693,724 (96%) 523 (76%) | 170 (24%)
3 | 14-M 693,724 (96%) 522 (75%) | 171 (25%)
3 | 15-M 693,724 (96%) 523 (76%) | 170 (24%)
3 | 16-M 693,724 (96%) 522 (75%) | 171 (25%)
3 | 17-M 693,724 (96%) 522 (75%) | 171 (25%)
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Continued from previous page...
Mol | Chain Analysed Rotameric | Outliers | Percentiles

3 | 18M | 693/724 (96%) 523 (76%) | 170 (24%)
3 | 19-M | 693/724 (96%) 523 (76%) | 170 (24%)
3 | 20-M | 693/724 (96%) 522 (75%) | 171 (25%)
All | ALl | 18820/19520 (96%) | 14946 (79%) | 3874 (21%)

5 of 3874 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
10-B 129 THR
12-M 59 LYS
19-M | 325 ILE
10-M | 158 ILE
11-M 22 LYS

| W[ W| WwW|

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 562 such
sidechains are listed below:

Mol | Chain | Res | Type
10-B 36 GLN
12-C 7 ASN
19-M | 317 GLN
10-M | 164 GLN
11-C 40 ASN

DWW+

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 carbohydrates in this entry.
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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:

Mol | Chain | Number of breaks
19-M
3-M
10-M
16-M
7-M
14-M
15-M
13-M
9-M
6-M
4-M
20-M
5-M
12-M
8-M
11-M
2-M
18-M
1-M
17-M

W W W W W[ W[ W W W[ W W W W W W W w w w w
O =J| = =1 =~J[ =J| =~J| =~J[~J| CO| CO| O0| OO CO| OO Co| O0| Co| Co| ©

The worst 5 of 151 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 M 601:ASP C 602:PRO N 9.78
2 M 601:ASP C 602:PRO N 9.78
3 M 601:ASP C 602:PRO N 9.78
4 M 601:ASP C 602:PRO N 9.78
> M 601:ASP C 602:PRO N 9.78
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