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This is a wwPDB EM Validation Summary Report for a publicly released PDB entry.

We welcome your comments at validation@mail. wwpdb. org
A user guide is available at
https:/ /www.wwpdb.org/validation /2017 /EM ValidationReportHelp
with specific help available everywhere you see the (i) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

The following versions of software and data (see references (1)) were used in the production of this report:

EMDB validation analysis : 0.0.1.dev132
MolProbity : FAILED
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 7.40 A.
There are no overall percentile quality scores available for this entry.

MolProbity failed to run properly - the sequence quality summary graphics cannot be shown.
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2 Entry composition (i)

There are 15 unique types of molecules in this entry. The entry contains 578432 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 Flagellar basal-body rod protein FlgG.

Mol | Chain | Residues Atoms AltConf | Trace
! 0 248 ?2251 11C54 31;7 3(7)9 2 0 0
1 ! 252 fZZZl 11C72 3§1 3(335 2 0 0
! 2 260 ?ggl 12%2 3121 480 2 0 0
! 3 260 ?ggl 12%2 314\111 480 2 0 0
! 4 260 ?ggl 12%2 3121 480 2 0 0
! g 260 ?giagl 12%2 314\111 480 2 0 0
! 6 260 ?3?91 12%2 31:1]1 480 g 0 0
! 7 260 ?ggl 12%2 31:1]1 480 2 0 0
L 8 260 ?ggl 12002 31:1]1 4(0)0 g 0 0
L ) 260 ?SEI 12002 3121 4(80 g 0 0
L | AF 254 33331 11C75 31;4 3(59 g 0 0
L | AG 255 ?gtﬁl 11%1 3§5 3(9)0 g 0 0
L | AH 256 ?ggl 11086 31?\36 3(;1 g 0 0
L Al 254 fSBZl 11075 31374 3(59 g 0 0
LA 255 ?gtﬁl 11C81 313\35 3(30 g 0 0
1| AK 243 f(étg?f 11027 31118 3(7)3 g 0 0
L AL 248 ?gg%l 11054 3157 3C7)9 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1 AM 248 ?gg%l 11054 31;I7 3?9 2 0 0
1 AN 248 ?gg%l 11%4 31;]7 3?9 2 0 0
1 ZA 260 ?ggl 12%2 3121 480 2 0 0
! ZB 260 rinégl 12(2)2 3121 480 2 0 0
1 26 260 ri;ﬁfg 12%2 314\111 480 2 0 0
L 2b S B S 0 0
L 28 S B S 0 0
e Molecule 2 is a protein called Flagellar L-ring protein.

Mol | Chain | Residues Atoms AltConf | Trace
2 A 211 ?;;%l 9§5 21;%12 3(39 ZSL 0 0
2 B 211 ?g;%l 9§5 215\%12 3(39 ZSL 0 0
2 ¢ 211 ?gg%l 925 222 3%)9 ZSL 0 0
2 b N 0 0
2| B R 0 0
2| F I 0 0
21 6 R 0 0
2| B N 0 0
2| 1 N 0 0
2 J 211 111(5)125(1)1 9(8]5 2132 3(89 ZSL 0 0
2 K 211 1112;%1 9§5 22]2 3(39 i 0 0
2 L 211 11?;%1 9(55 22]2 3(39 ZSL 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 M 21 ?g;zl 9?5 215\312 3(39 ZSL 0 0
2 N 21 ?g;%l 9;15 21;;2 3(39 ZSL 0 0
2 O 211 rfg;%l 9;35 215\;2 3(39 ZSL 0 0
2 P 211 r‘lrg;%l 925 2212 3%)9 ZSL 0 0
2 Q M| g a0 a0 4 0 0
2 R 21 ’fggé)l 9(835 21;12 3(39 ZSL 0 ¥
2 5 21 rEgg 9(835 2212 3(39 i 0 0
2 T 21 ??8%1 9(835 2212 3(0)9 i 0 0
2 U 21 ??8%1 9?5 2212 389 i 0 0
2 v 21 qug;%l 9(8}5 2212 389 i 0 0
2 W 21 ?g;%l 9(835 2212 3(89 ZSL 0 0
2 X 21 111(;;%1 9(835 21;2 3(89 i 0 0
2 Y 21 ?g;%l 9(;5 22]2 3(39 i 0 0
2 z 21 ?g;%l 9(835 215\3]2 3(89 ZSL 0 0

e Molecule 3 is a protein called Flagellar basal body rod protein FlgB.

Mol | Chain | Residues Atoms AltConf | Trace
I e N R
s AG 134 11182?)1 6(?33 1219 2%)3 2 0 0
3 AT 121 goéf;l 5(8]3 11;12 1(8)2 § 0 0
s A8 125 gog?l 5(9]8 11;17 1(;7 55; 0 0
3 A9 127 1;90;51 6(56 11;12 129 § 0 0
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e Molecule 4 is a protein called Flagellar hook-basal body complex protein FIiE.

Mol | Chain | Residues Atoms AltConf | Trace
4 Al o1 T(‘SO;SI 4?5 11;11 1(2)9 ? 0 0
4 A2 93 20;2 l 424 11;13 122 g 0 0
vl m ] % e a0 |0
KNP T SIEEE
1] 45 )2 ‘oo 10 12 130 7 0 0
IR HEEE

e Molecule 5 is a protein called Flagellar basal-body rod protein FlgF.

Mol | Chain | Residues Atoms AltConf | Trace
g AA 248 ?ggil 11(2)6 31§4 3(6)7 g 0 0
5 | AB 269 | 00 1 w5 s s v v
5 | AC 50| 150 116 6 360 9 v v
5 | AD 50| 150 116 6 30 0 0 v
5 | AE 20| 0 s a0s s 0 0
e Molecule 6 is a protein called Flagellar M-ring protein.

Mol | Chain | Residues Atoms AltConf | Trace
0 AO 164 r‘1th7&51 7?6 215\’317 2(5)9 2 0 0
0 AP 164 ?2)2351 736 21;]7 2(5)9 2 0 0
0 AQ 164 ’fgt%l 736 21;]7 2(5)9 2 0 0
6 | AR 60| 0% o o o s ; !
6 | A 60| 0% o o om0 s 0 ;
6 | AT 60| 0% o o om0 s 0 :

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
6 | AU 164 gt?a; 7(716 21;)]7 2(5)9 g 0 0
6 | AV 164 gt?a; 736 21?\,17 2(5)9 2 0 0
6 | AW 164 ?gt%l 7(736 21:\317 2(5)9 2 0 0
6 | AX 164 ?gt%l 7?6 21:\;7 2(5)9 2 0 0
6 | AY 164 ?2);&51 736 213\}7 2(5)9 2 ¥ 0
6 | AZ 164 ?2)%1 7?6 21;17 2(5)9 g 0 ¥
6 | Aa 164 ?2)%1 7(;6 21;7 2(;9 2 0 0
6 | Ac 164 ?2)%1 7(736 21;7 2?9 2 0 0
6 | Ad 164 ?(2)%1 7?6 2217 289 2 0 0
6 | Ae 164 ?;%1 7(;6 21;7 289 2 0 0
6 | Af 164 ?gt%l 7(;6 21:;]7 2(5)9 2 0 0
0 Ag 164 ?(2)%1 7(;6 21;)]7 2(5?9 2 0 0
6 | Ah 164 ?gt%l 7(736 21;}7 2(5)9 2 0 0
6 1 Al 164 ?gt%l 7(736 2217 2(5)9 2 0 0
6 Al 164 ?gt?asl 7?6 21;,17 2(5?9 2 0 0
6 | Ak 164 ?gt%l 7?6 21;37 2(5?9 § 0 0
6 1 Al 164 ?gt%l 7?6 21;]7 2(539 § 0 0
6 | Am 164 11“3%1 7?6 21:;]7 2(5)9 § 0 0
6 | An 164 ql?gt%l 7(736 21;]7 2(5)9 § 0 0
6 | Ao 164 ?gt%l 7(736 21?\,]7 2(5)9 § 0 0
0 Ap 164 ?2)?51 7(716 21;17 2(539 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
6 | BG 13 T‘gtlal 5% E,) 106 0 0
6 | BH 16 1105??1 6(51 g % 0 0
6 | BI 20 110;??1 8(; ;\; 57 0 0
6 | BJ 16 11055‘1 6(31 g % 0 0
6 | BK 21 Tloigl 8% i 2% 0 0
6 BL 16 Tioggl 62 E) % 0 0
6 | BM 21 Tioéfgl 8% i 2% 0 0
6 | BN 16 Tio(f;l éfl g 2% 0 0
6 | BO 20 Tiogf;l g)) 21\; 207 0 0
6 BP 16 Tloot;l (Sl 11\; 2% 0 0
6 | BQ 21 Tloigl 8% 21\; 2% 0 0
6 | BR | e |0 g s | 0|0
0 BS 164 ?gt%l 7(736 21;]7 2(5)9 2 0 0
6 | BT 164 ?gt%l 7(736 21;37 2(5)9 2 0 0
6 | BU 164 ?gt??)l 7?6 21;37 2(5?9 2 0 0
6 | BV 164 ?gt%l 7?6 21;17 2(;9 § 0 0
6 | BW 164 ?;t%l 7?6 21;]7 2(539 § 0 0
6 | BX 164 11“3%1 7?6 21;17 2(5)9 § 0 0
0 Ul 195 ?it;;l 7?3 21111 2(2)6 2 0 0
0 Ul 195 ?i;azl 7?3 21111 2(2)6 2 0 0
6 | UK 195 ?(i;azl 7?3 21111 2(2)6 g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
0 UL 195 ?it;;l 7?3 21111 2(2)6 2 0 0
0 UM 195 ?it;;l 7?3 21111 2(2)6 g 0 0
0 UN 195 ilr(it;;l 7?3 21111 2(2)6 2 0 0
0 vo 195 r{(l)t;;l 723 21111 2(2)6 2 0 0
0 ur 195 r‘lr(it;;l 733 21111 2(2)6 2 0 0
6 | Wa US| 00 s s 166 1 0 0
6| WB O 0 0
0 we 108 T801t2al 5(130 114\1]2 129 ? 0 0
o wo | no | w1 | 0|0
0 WE 112 TSOZI ; l 5(?31 114\117 1%)4 ? 0 0
0 WE 1 20; Z l 5(2}6 114\115 1(6352 ? 0 0
0 wa 112 TSOéf ; l 5(3]1 114\117 1(254 ? 0 0
0 WH 95 T7O(;G ; l 4(?39 11;6 1(??7 ? 0 0
0 Wi 95 T70(;C ; l 4(339 11;]6 1(??7 ? 0 0
0 Wi 9 E);?l 4%2 11;11 123 ? 0 0
0 WK 98 1;);;1 4?6 11;10 122 ? 0 0
0 WL 85 T602t§Ll 329 ITO 1(2)2 ? 0 0
o W o e 1 | 0|0
0 WR 84 rl;ioltfl 3§0 11(\)19 1(2)1 ? 0 0
0 WO %6 T701t2 1 45138 11;17 1(;8 ? 0 0
0 W 100 T7O4tial 4%14 112\’)12 124 ? 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
0 wQ 1 TSO;Z l 556 114\115 1((?2 ? 0 0
0 WR 1 T803tj l 526 114\115 1((?2 ? 0 0
0 WS = gofitj l 526 114\115 1((?2 ? 0 0
0 wI = EO;Z l 526 114\115 1%)2 ? 0 0
0 wu 12 goéf; l 5(?31 114\117 1(()?4 ? 0 0
o Wm0 | w1 | 0|0
o | oww o | S e ¥ ¥
s e | | s | 0|0
s T | s | 0|0
o P | | sy | 0|0
o oK | | g | 0|0
o PR | | s mmy | 0|0
o x| | sy | 0|0
o | s wmy | 0|0
o 0| T | s wmy | 0|0
6 Dp 27 1;0;21 1(;5 Ex 4?2 g 0 0
0 bv 27 ’1“20521 1(3J5 41\411 4?2 § 0 0
o o2 | o | a0 |0
o | vs | | a0 |0
o | B | | G aas | 0|0
o B | | S s | 0|0

Continued on next page...



Page 11

wwPDB EM Validation Summary Report

EMD-37679, 8WO5

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
IR SV HERE
IR SV HERE
IR SV HERE
IR SV HERE
IR SV HERE
0 Bn 27 I;O;jl 1(;5 Ex 4?2 2 0 ¥
6| Bt 27 T;Oztjl 1§5 Ex 4?2 g ¥ ¥
IERE S KK
IR HERE
IR HERE
ICIERE Y K
IR Y HERE
IR Y HERE
IR HERE
IR Y HERE
0 Cr 27 1;0;21 1(;5 Ex 4?2 g 0 0
0 Cx 27 ’1“20521 1(3J5 41\411 4?2 § 0 0
AR TS HEEE
IDEEREE D HEEE
0 En 27 EO;ZI 1?5 41\411 4?2 2 0 0

e Molecule 7 is a protein called Flagellar biosynthetic protein FliQQ.
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Mol | Chain | Residues Atoms AltConf | Trace
7 Ab 89 1;50;3 1 45139 11(\)10 1(1)4 s 0 0
T Ad 89 T6O7t8L 1 429 11(\;0 1(1)4 g 0 0
[ 89 T607t8L 1 429 11(\;0 1C1)4 g 0 0
T A 89 Tgso;g l 429 11(\)Io 1(1)4 g 0 0
e Molecule 8 is a protein called Flagellar biosynthetic protein FliR.

Mol | Chain | Residues Atoms AltConf | Trace
8 At 203 f(g)ffél 13%5 307 3(1)8 1S5 0 0
e Molecule 9 is a protein called Flagellar biosynthetic protein FIiP.

Mol | Chain | Residues Atoms AltConf | Trace
9 | Au 207 ?e)sg;l 10072 2129 2(7)2 182 0 0
0 Av 209 ?6)5;%1 1(%6 215:]2 2(7)6 1S2 0 0
9 Aw 208 ?étlil 1(?77 215\}1 2(7)4 182 0 0
0 Ax 208 ?gtlil 1(?77 2?1 2(7)4 182 0 0
0 Ay 209 1;2;21 1(%4 2?1 2(7)6 182 0 0

e Molecule 10 is a protein called Flagellar basal-body rod protein FlgC.

Mol | Chain | Residues Atoms AltConf | Trace
10 BA 133 gof;cgl 6(034 11;5]7 1(33 § 0 0
10 BB 132 gogj l 6(031 11(\316 1(32 § 0 0
10 BC 133 goggl 634 11(\317 1(9)3 § 0 0
10 BD 133 goggl 6%4 1125]7 1(9)3 § 0 0
10 BE 131 1;)0; g l 555 11;5]5 1(9)1 § 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
10 BF 133 T906t§Ll 6%4 11(\317 1(9)3 g 0 0
e Molecule 11 is a protein called Flagellar hook protein FIgE.

Mol | Chain | Residues Atoms AltConf | Trace
1 2 401 ggza%l 1514 51(\)17 6(1)8 2 0 0
1 2G 401 ggza%l 1514 51(\)17 6(1)8 g 0 0
1 a8 401 gng;l 1514 51(\)17 6(1)8 2 0 0
1 21 401 ggﬁf;l 18014 51(\)I7 6(1)8 2 0 0
1 2 401 ggﬁf;l 18014 51(\)I7 6(1)8 2 0 0
1 ZK 401 ggﬁf;l 18014 51(\)I7 6(1)8 2 0 0
1 ZL 401 ggﬁf;l 15?14 51(\)I7 6(1)8 2 0 0
1 ZM 401 rggﬁf;l 15?14 51(\)I7 6(1)8 2 0 0
1 ZN 401 ggﬁl?;l 15?14 51(\)I7 6(1)8 2 0 0
11 z0 01| ol s 57 s s 0 0
1 zr 01| 0 s a0 e1s s 0 0
o 01| 0 s a0 els s 0 0
| 2R 01| 0 s a0 els s 0 0
1| % 01| 0 s a0 els s 0 0
o 01| 0 i a0 els s 0 0
1 2v 01| 0 1 a0 e1s s 0 0
2 01| 00 s a0 e1s s 0 0
R L I 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1 zX 401 ggﬁf;l 18014 51(\)17 6(1)8 g 0 0
1 zY 401 ggﬁf;l 18014 51(\)17 6(1)8 2 0 0
1 22 401 ggﬁf;l 15?14 51(\)17 6(1)8 2 0 0
11 Za 401 ngie;l 15?14 51(\)17 6(1)8 g 0 0
1 Zb 401 ggﬁf;l 18Cl4 51(\)I7 6(1)8 2 0 0
1) e 01| 0 s a0 ons s 0 0
1) L PR 0 0
1) Ze 01| 0 s w07 ons s 0 0
1 01| 0 s w07 ons s 0 0
o Ze 401 ggff;l 18014 51(\)I7 6(1)8 g 0 0
11 Zh 01| 0 s w07 ons s 0 0
e Molecule 12 is a protein called Flagellar P-ring protein.
Mol | Chain | Residues Atoms AltConf | Trace
2] e 05| s st a5 Al 13 ¥ ¥
120 b 05| s st a5 Al 13 ¥ ¥
2 e 05| oo st a5 Al 13 ¥ 0
12 d 05| oo st 405 Al 13 0 ¥
2] e 05| oo st 405 Al 13 0 0
12 f 303 2(2);21 1?>C64 41(\)15 4(26 183 0 0
12 & 503 gggasl 13064 41(\)15 4(26 183 0 ¥
12 h 303 gg;aSI 1?(?64 41(\)15 4(26 183 0 0
Continued on next page...
sPrpe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
12 i 303 gg;asl 13%4 41(\)15 426 1S3 0 0
12 ] 303 gg;agl 1?%4 41(\)15 426 1S3 0 0
12 k 303 gg;asl 1?%4 41(\)15 426 1S3 0 0
12 1 303 53?81 13CG4 41(\)15 451)6 1S3 0 0
12 m 303 gg;asl 13334 41(\)15 451)6 1S3 0 0
12} n 303 rg(z);asl 13064 41(\)15 451)6 1S3 0 0
12| o 303 5(2);?31 13CG4 41(\)15 426 183 0 0
2 r 303 ggtzasl 1:?64 41(\}5 426 1S3 0 0
2]« 303 g(z)tzasl 1?%4 41(\)I5 4(26 1S3 0 0
. 303 g(z)tzasl 13064 41(\)15 4(26 1S3 0 0
12| s 303 g(z)tzasl 13CG4 41(\)15 4(26 1S3 0 0
12 ¢ 303 g(z)tzasl 13064 41(\)15 4(26 1S3 0 0
12 h 303 gg;asl 13064 41(\)15 4(26 183 0 0
12 v 303 23521 13(,364 41(\)15 451)6 183 0 0
12 v 303 ggtzasl 13064 41(\)15 4(26 183 0 0
12 x 303 gg;asl 1:?64 41(\)15 4(26 183 0 0
12 Y 303 gggasl 1:?64 41(\)15 4(26 1S3 0 0
12 z 303 12‘;;&81 1:?64 41(\)15 4(26 183 0 0
e Molecule 13 is a protein called Flagellar motor switch protein FIiN.
Mol | Chain | Residues Atoms AltConf | Trace
13 4 87 T607t§Ll 4(237 111]8 1(2)6 zSL 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
13 | ©5 87 Tgso7t5al 437 11118 1(2)6 481 0 0
131 ©9 87 T;so;gl 427 11118 1(2)6 481 0 0
13 87 T;so;gl 427 11118 1(2)6 481 0 0
13 | DA 87 T;so;;l 427 11118 1(2)6 zSL 0 0
13| DC 87 T(%O;gl 4(;7 11118 1(2)6 zSL 0 0
13| DG 87 T(%O;;l 437 11118 1(2)6 zsl 0 0
13| DH 87 T(;O;SI 4(;7 11118 1(2)6 i 0 0
13 DI 87 T607t§Ll 4(237 11118 1(2)6 i 0 0
13| DN 87 T607t§Ll 437 11118 1C2)6 i 0 0
131 DO 87 T6O7t5ile 4(;7 11118 1C2)6 i 0 0
13 DbP 87 T607t5fle 4(;7 11118 1(2)6 i 0 0
13 DT 87 T6O7t§Ll 4(2}7 11118 1(2)6 zSL 0 0
13| DU 87 T(ao?t;Ll 4(237 111]8 1(2)6 zsl 0 0
13| DV 87 T607t§L l 4(237 111]8 1(2)6 zSL 0 0
13| Dbz 87 12307? 4(237 111]8 1(2)6 zSL 0 0
13| Da 87 1;30521 4(237 ITS 1(2)6 i 0 0
13| Db 87 1;50%1 437 ITS 1(2)6 i 0 0
13 | Di 87 1;50;;1 4(217 1T8 1(2)6 zSL 0 0
13 Dg 87 1;50;;1 4(237 11118 1(2)6 ASL 0 0
13 | Dh 87 1;50;53,1 4(237 11118 1(2)6 ASL 0 0
13| Di 87 T607t§1 4(237 11118 1(2)6 ASL 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
13 | Dm 87 T(;O7t5al 437 11118 1(2)6 481 0 0
13 | Dm 87 T(;O;gl 427 11118 1(2)6 481 0 0
13 br 87 T(;O;gl 427 11118 1(2)6 481 0 0
13 1 Ds 87 T(;O;;l 427 11118 1(2)6 481 0 0
13 1 Dt 87 207?1 4(;7 11118 1(2)6 481 0 0
13 Dx 87 T(%O;;l 437 11118 1(2)6 zsl 0 0
13 | Dy 87 T(;O;SI 4(;7 11118 1(2)6 i 0 0
13| Dz 87 T607t§Ll 4(237 11118 1(2)6 i 0 0
13| Di 87 T607t§Ll 437 11118 1C2)6 i 0 0
13 D5 87 T6O7t5ile 4(;7 11118 1C2)6 i 0 0
13| D6 87 T607t5fle 4(;7 11118 1(2)6 i 0 0
13| DO 87 T6O7t§Ll 4(2}7 11118 1(2)6 zSL 0 0
13| EA 87 T(ao?t;Ll 4(237 111]8 1(2)6 zsl 0 0
13| EB 87 T607t§Ll 4(237 111]8 1(2)6 zSL 0 0
13| BO 87 12307? 4(237 111]8 1(2)6 zSL 0 0
13| B2 87 1230521 437 ITS 1(2)6 zSL 0 0
13| B3 87 1;50%1 437 ITS 1(2)6 i 0 0
13| B4 87 1;50;;1 4(217 1T8 1(2)6 zSL 0 0
13| B8 87 1;50;;1 4(237 11118 1(2)6 zSL 0 0
13| B9 87 1;507?1 4(237 11118 1(2)6 i 0 0
13| EC 87 T607t5a1 4(;7 11;]8 1(2)6 ASL 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
13| ED 87 207?1 457 11;]8 1(2)6 ASL 0 0
13 | EH 87 T(;O;gl 427 11118 1(2)6 ASL 0 0
13 | HI 87 T(;O;gl 4(;7 11118 1(2)6 ASL 0 0
13 B 87 T(;O;;l 437 11118 1(2)6 zSL 0 0
13| EN 87 207?1 4(;7 11118 1(2)6 zSL 0 0
13 ] EO 87 T(%O;;l 437 11118 1(2)6 zsl 0 0
13| BP 87 T(;O;SI 4(;7 11118 1(2)6 i 0 0
13 BT 87 T607t§Ll 4(237 11118 1(2)6 i 0 0
13| EU 87 T607t§Ll 437 11118 1C2)6 i 0 0
13| BV 87 T6O7t§L l 4(;7 11118 1C2)6 i 0 0
13| EZ 87 T607t5fle 4(;7 11118 1(2)6 i 0 0
13| BY 87 T6O7t§Ll 4(2}7 11118 1(2)6 zSL 0 0
13| BZ 87 T(ao?t;Ll 4(237 111]8 1(2)6 zsl 0 0
13| Bd 87 T607t§Ll 4(237 111]8 1(2)6 zSL 0 0
13| Be 87 1;30;;1 4(237 111]8 1(2)6 zSL 0 0
13| B 87 1230521 437 ITS 1(2)6 zSL 0 0
13| B 87 1;50% 1 437 ITS 1(2)6 i 0 0
13| Bk 87 1;50;;1 4(217 1T8 1(2)6 zSL 0 0
13 Bl 87 1;50;;1 4(237 11118 1(2)6 zSL 0 0
13| Bp 87 1;50;51 4(237 11118 1(2)6 ASL 0 0
131 Ba 87 T6O7t§1 4(237 11;]8 1(2)6 ASL 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
13 Br 87 T(;O7t5al 437 11118 1(2)6 481 0 0
13| By 87 T(;O;gl 427 11118 1(2)6 481 0 0
13| Bw 87 T(;O;gl 427 11118 1(2)6 481 0 0
13| Bx 87 T(;O;;l 427 11118 1(2)6 481 0 0
131 ¢l 87 T(\307t5al 4(;7 11118 1(2)6 zsl 0 0
13 ©2 87 T(%O;;l 437 11118 1(2)6 zsl 0 0
131 CD 87 T(;O;SI 4(;7 11118 1(2)6 i 0 0
13| CE 87 T607t§Ll 4(237 11118 1(2)6 i 0 0
13 | CF 87 T607t§Ll 437 11118 1C2)6 i 0 0
131 G 87 T6O7t5ile 4(;7 11118 1C2)6 i 0 0
13 | CK 87 T607t5fle 4(;7 11118 1(2)6 i 0 0
13 CL 87 T6O7t§Ll 4(2}7 11118 1(2)6 zSL 0 0
13 CP 87 T(ao?t;Ll 4(237 111]8 1(2)6 zsl 0 0
13 CQ 87 T607t§Ll 4(237 111]8 1(2)6 zSL 0 0
131 CR 87 12307? 4(237 111]8 1(2)6 zSL 0 0
131 Cv 87 1230521 437 ITS 1(2)6 zSL 0 0
13 | €W 87 1;50%1 437 ITS 1(2)6 i 0 0
13 X 87 1;50;;1 4(217 1T8 1(2)6 zSL 0 0
131 Cb 87 1;50;;1 4(237 11118 1(2)6 zSL 0 0
13 | Ce 87 1;50;51 4(237 11118 1(2)6 ASL 0 0
13 ] ¢Cd 87 T607t5a1 4(;7 11;]8 1(2)6 ASL 0 0
Continued on next page...
gPDB
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
13 | Ch 87 T(;O;;l 457 11118 1(2)6 zSL 0 0
13 Ci 87 T(1307t5al 427 11118 1(2)6 zSL 0 0
1B G 87 T(;O;? l 427 11118 1(2)6 zSL 0 0
13| Cn 87 T(;O;;l 427 11118 1(2)6 481 0 0
13 Co 87 207?1 4(;7 11118 1(2)6 481 0 0
131 Cp 87 T(;O;SI 437 11118 1(2)6 zsl 0 0
131 G 87 T(;O;SI 4(;7 11118 1(2)6 i 0 0
131 Cu 87 207? 4(237 11118 1(2)6 i 0 0
131 Cv 87 T607t§Ll 437 11118 1C2)6 i 0 0
13 C 87 T607t5ile 4(;7 11118 1C2)6 i 0 0
13 | Ed 87 T607t5al 4(;7 11118 1(2)6 i 0 0
13 | Ee 87 T607t§Ll 4(2]7 11118 1(2)6 i 0 0
13| Ef 87 T(ao?t;Ll 4(2]7 111]8 1(2)6 zsl 0 0
13 K 87 T607t§L l 4(237 111]8 1(2)6 zSL 0 0
13 Ek 87 12307? 4(237 111]8 1(2)6 zSL 0 0
13 H 87 1;30521 437 ITS 1(2)6 zSL 0 0
13 Ep 87 1;507?1 437 ITS 1(2)6 ASL 0 0

e Molecule 14 is a protein called Flagellar motor switch protein FliG.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 C6 315 2462 1535 435 483 9 0 0
Total C N O S
14 DB 315 2462 1535 435 483 9 0 0

Continued on next page...



Page 21

wwPDB EM Validation Summary Report

EMD-37679, 8WO5
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Mol | Chain | Residues Atoms AltConf | Trace
14| DD 315 52231 15C35 41;5 4(;3 S 0 0
14 DJ 315 52231 15C35 41;5 4(;3 S 0 0
14 DQ 319 52231 15Cg5 41;5 4(;3 S 0 0
141 DW 319 52231 15035 41;5 4(333 S 0 0
14 De 319 52231 15035 41;5 4(833 S 0 0
14 D 319 52231 15035 41;5 4(333 g 0 0
14| Do 319 52231 15%5 41;5 4(8)3 S 0 0
14| Du 319 52231 15%5 41;5 4(8)3 S 0 0
14| Dl 319 52?21 15(;,5 4?5 4(;3 S 0 0
4 b7 319 52?21 15035 41;5 4(8)3 S 0 0
14| BS 319 52?21 15%5 413\35 433 S 0 0
14| EE 319 522%1 15%5 413\35 4(53 S 0 0
14| EK 319 522%1 15C3>5 413\35 4(53 S 0 0
14 EQ 319 52231 15%5 41;5 453)3 S 0 0
14 BW 319 52231 15%5 41;5 423 S 0 0
14| Ba 319 52231 15035 41;5 423 3 0 0
141 Be 319 32231 15(?35 41;5 423 S 0 0
14| Bm 319 32231 15(?35 4§5 4(53 S 0 0
14 Bs 319 32231 15%5 425 4;)3 S 0 0
14| By 315 32?21 15%5 41;55 433 S 0 0
14 CA 319 52231 15%5 41;55 4;)3 S 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
14 cG 315 gzgl 15035 41§5 423 S 0 0
14 CM 315 gzgl 15C35 415\;5 423 S 0 0
14 S 319 gzg 15(?35 41;5 423 S 0 0
14 CY 319 gzgazl 15(;35 41;5 4(833 S 0 0
14 Ce 319 gzgzl 15%5 41;5 4(833 S 0 0
14 Ck 5| i 1535 a3 s o 0 0
14 Ca 319 52231 15%5 41;5 4(8)3 S 0 0
14| Cw 5| i 1535 a3 s o 0 0
4] Ea 5| i 1535 435 s o 0 0
141 Fg 319 52?21 15035 41;5 4(8)3 S 0 0
14 Em 5|yl 1535 435 4% o 0 0
e Molecule 15 is a protein called Flagellar motor switch protein FliM.
Mol | Chain | Residues Atoms AltConf | Trace

1o 8 289 5(3)531 14CS)2 41;I3 4(2)1 ? 0 0
15 D 289 ggfl?l 143)2 41;3 4(2)1 g 0 0
15 bL 289 ggil 12)2 4213 4(2)1 g 0 0
15 bM 289 ggﬁl 12)2 4123 4(2)1 g 0 0
15 DS 289 ggﬁl 14092 41§3 4(2)1 g 0 0
15 bY 289 ggﬁl 14C£)2 41§3 4(2)1 g 0 0
15| De 289 rggﬁl 14092 423 4(2)1 g 0 0
15 Dk 289 rggfléll 15)2 41;3 4(2)1 g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
15 Dq 289 ggﬁl 14592 4§3 4(2)1 2 0 0
15 | Dw 289 ggil 14092 4§3 4(2)1 § 0 0
1o D3 289 rggil 14892 41;3 4(2)1 § 0 0
1 D9 289 ggfﬁl 11592 4§3 4(2)1 g 0 0
b Bl 289 ggfﬁl 1592 4§3 4(2)1 g 0 0
b B7 289 53531 14092 4213 4(2)1 g 0 0
15| EG 289 5351311 1592 41;3 4(2)1 i 0 0
1| EM 289 ggil 11&)2 41;3 4(2)1 g 0 0
15| ES 289 ggil 11&)2 4§3 4(2)1 g 0 0
| BY 289 ggﬁl 14092 4§3 4(2)1 g 0 0
| Be 289 ggﬁl 14092 41;13 4(2)1 g 0 0
1o Bi 289 ggﬁl 14092 4213 4(2)1 g 0 0
15| Bo 289 rggﬁl 14092 4153 4(2)1 g 0 0
15| Bu 289 ggﬁl 14892 4213 4(2)1 g 0 0
15| CC 289 ggﬁl 12}2 4153 4(2)1 ? 0 0
15 = 289 ggfﬁl 15}2 41;3 4(2)1 g 0 0
15| €O 289 12251?11 14(292 41;3 4(2)1 g 0 0
15| CU 289 122?11 14%2 4153 4(2)1 g 0 0
15| Ca 289 12221 1592 4213 4(2)1 § 0 0
15| Ce 289 ggfﬁl 14592 4153 4(2)1 g 0 0
15 | Cm 289 ggfﬁl 14592 41;3 4(2)1 g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
15 Cs 289 ggﬁl 14592 4§3 4(2)1 2 0 0
15 Cy 289 ggil 14092 4§3 4(2)1 § 0 0
1o Fe 289 rggil 14592 4§3 4(2)1 § 0 0
1o ki 289 rggil 11592 4§3 4(2)1 g 0 0
1> | Eo 289 rggil 11%2 4§3 4(2)1 g 0 0

MolProbity failed to run properly - this section is therefore empty.
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3 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C34 Depositor
Number of particles used 10318 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 41 Depositor
Minimum defocus (nm) 1500 Depositor
Maximum defocus (nm) 1800 Depositor
Magnification 81000 Depositor
Image detector GATAN K3 (6k x 4k) Depositor



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#experimental_info
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4 Model quality (i)

4.1 Standard geometry (i)

MolProbity failed to run properly - this section is therefore empty.

4.2 Too-close contacts (i)

MolProbity failed to run properly - this section is therefore empty.

4.3 Torsion angles (i)
4.3.1 Protein backbone (3)

MolProbity failed to run properly - this section is therefore empty.

4.3.2 Protein sidechains (1)

MolProbity failed to run properly - this section is therefore empty.

4.3.3 RNA (D

MolProbity failed to run properly - this section is therefore empty.

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

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

4.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

4.6 Ligand geometry (i)

There are no ligands in this entry.

4.7 Other polymers (i)

There are no such residues in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#close_contacts
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_sidechains
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
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4.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage
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5 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-37679. These allow visual inspection
of the internal detail of the map and identification of artifacts.

Images derived from a raw map, generated by summing the deposited half-maps, are presented
below the corresponding image components of the primary map to allow further visual inspection
and comparison with those of the primary map.

5.1 Orthogonal projections (i)

This section was not generated.

5.2 Central slices (i)

This section was not generated.

5.3 Largest variance slices (i)

This section was not generated.

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

This section was not generated.

5.5 Orthogonal surface views (i)

This section was not generated.

5.6 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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6 Map analysis (i)
This section contains the results of statistical analysis of the map.

6.1 Map-value distribution (i)

This section was not generated.

6.2 Volume estimate versus contour level (i)

This section was not generated.

6.3 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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7 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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8 Map-model fit (i)

This section was not generated.


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