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

EMDB validation analysis : 0.0.1.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

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

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

Metric Percentile Ranks Value
Clashscore N | —
Ramachandran outliers IS 0 D 0.1%
Sidechain outliers ] D 5%
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score I 0 | T 0513

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
Q-score - 25397 9309 ( 2.19 - 3.19)

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 Aa 227 = 80% 17%
1 Ab 227 = 79% 18% B
1 Ac 227 = 80% 18%
1 Ad 227 = 81% 17%

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK


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

Page 3

Full wwPDB EM Validation Report

EMD-72815, 9YDO

Continued from previous page...

Mol | Chain | Length Quality of chain

5%

1 Ae 227 80% 18% o
0%

1 Af 27 |F 2 T
0%

1 Ag 227 81% 16% ..
0%

1 Ah 227 79% 18% o
9%

1 Ai 227 80% 17% e
0%

1 Aj 227 80% 17% e
5%

1 Ak 227 78% 19% o
5%

1 Al 227 r— 81% 17% o
0%

1 Am 227 r— 80% 17% T
0%

1 An 227 80% 18% o
9%

1 Ao 227 — 80% 18% o
5%

1 Ap 227 82% 15% ..
5%

1 Aq 227 81% 16% oo
5%

1 Ar 27 | F o T ——
0%

1 As 227 81% 6% .
0%

1 At 227 |FE 5 o T
9%

1 | Au 227 | T % T
5%

1 Av 227 — 81% 17% e
9%

1 Aw 227 r— 81% 16% ..
9%

1 Ax 227 r— 82% 6% .
9%

1 Ay 227 r— 81% 16% ..
0%

1 Az 227 — 81% 17% ..

2 Ba 343 " 78% 4% 8%

2 Bb 343 " 78% 4% 8%

2 | Be 343 | " e T

Continued on next page...
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Mol | Chain | Length Quality of chain

> | Bd | 343 |° - .
2 Be 343 A 77% 5% 8%
2 Bf 343 78% 1% - 8%
2 Bg 343 i 78% 14% 8%
2 Bh 343 i 78% 14% 8%
2 Bi 343 77% 5% 8%
2 Bj 343 80% 12% 8%
2 Bk 343 78% 4% 8%
2 BI 343 78% 4% 8%
2 Bm 343 i 78% 3% 8%
2 Bn 343 79% 13% . 8%
2 Bo 343 80% 3% 8%
2 Bp 343 A 79% 13% . 8%
2 Bq 343 i 79% 3% 8%
2 Br 343 78% 13% - 8%
2 Bs 343 78% 8% 8%
2 Bt 343 80% 12% - 8%
2 Bu 343 i 80% 12% 8%
2 Bv 343 78% 5% 8%
2 Bw 343 78% 4% 8%
2 Bx 343 7% 15% . 8%
2 By 343 78% 4% 8%
> | Bz | 313 |° ™ "
3 | Ca jp | — 57 0%

3 | b 3y | — 5o 0%

Continued on next page...



Page 5

Full wwPDB EM Validation Report

EMD-72815, 9YDO

Continued from previous page...

Mol | Chain | Length Quality of chain
3 Cc 352 & 91% 9%
3 Cd 352 & 89% 1%
3 Ce 352 & 93% 6%
3 Cf 352 & 92% 8%
3 Cg 352 —_— — =
3 Ch 352 = 5% 0%
3 Ci 352 — 5 i
3 Cj 352 —_— 77 -
3 Ck 352 & 90% 10%
3 Cl 352 = S &%
3 Cm 352 — 7 o
3 Cn 352 — T o
3 Co 352 & 91% 9%
3 Cp 352 & 91% 9%
3 Cq 352 —_— 91% 9%
3 Cr 352 = = 7 %%
3 Cs 352 e o &%
3 Ct 352 & 92% 8%
3 Cu 352 — o o
3 Cv 352 = 5 &%
3 Cw 352 — 7 5%
3 Cx 352 — T &%
3 Cy 352 — T "
3 Cz 352 & 92% 8%
39% .
4 Da 272 84% 10% 6%

Continued on next page...
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Mol | Chain | Length Quality of chain
3%
I
4 Db 272 89% 6% = 5%
39%
T —
4 Dec 272 83% "% 6%
38%
T —
4 Dd 272 88% 7% 5%
38%
T ————
4 De 272 85% 9% - 6%
38%
T —————————
4 Df 272 88% 7% 5%
39%
T — —
4 Dg 272 83% 1% 6%
38%
T —
4 Dh 272 89% 6% 5%
38%
. T —
4 Di 272 84% 10% 6%
38%
. . —
4 Dj 272 88% 7% 5%
38%
.
4 Dk 272 84% 10% 6%
38%
.
4 Dl 272 89% 6% 5%
38%
e
4 Dm 272 85% 9% 6%
38%
T —
4 Dn 272 88% 7% 5%
39%
T —
4 Do 272 83% "o 6%
38%
T ———— —
4 Dp 272 87% 7% 5%
39%
T —————————— —
4 Dq 272 83% 1% 6%
38%
T ———————————
4 Dr 272 88% 6% = 5%
38%
T —
4 Ds 272 85% 9% 6%
38%
T —
4 Dt 272 88% 7% - 5%
38%
.
4 Du 272 84% 10% 6%
38%
.
4 Dv 272 88% 6% 5%
38%
. —
4 Dw 272 83% 1% 6%
39%
e
4 Dx 272 87% 7% . 5%
38%
e — —
4 Dy 272 85% 10% 6%
38%
4 Dz 272 88% 6% = 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
50%
|
5 Fa 15 93% 7%
67%
P —
5 Fb 15 93% 7%
50%
S —
5 Fe 15 100%
50%
T —
5 Fd 15 87% 13%
50%
T ——————
5 Fe 15 93% 7%
50%
——
5 Ff 15 93% 7%
50%
—
5 Fg 15 100%
73%
e —
5 Fh 15 93% 7%
50%
. .
5 Fi 15 87% 13%
67%
. .
5 Fj 15 93% 7%
50%
|
5 Fk 15 100%
50%
.
5 Fl 15 87% 13%
50%
P —
5 Fm 15 93% 7%
67%
S —
5 Fn 15 100%
50%
—
5 Fo 15 93% 7%
50%
T ————
5 Fp 15 93% 7%
57%
e
5 Fq 15 87% 13%
50%
P —
5 Fr 15 100%

60%

5 Fs 15 100%

67%

5 Ft 15 87% 13%

60%

5 Fu 15 93% 7%

67%

5 Fv 15 100%

60%

5 Fw 15 93% 7%

60%

5 Fx 15 100%

67%
5 Fy 15 93% 7%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
57%
I
5 Fz 15 100%
53%
P —
5 Ga 15 80% % 1%
0%
e —
5 Gb 15 80% 7% 1%
0%
==
5 Ge 15 67% 20% T T
0%
e
5 Gd 15 80% % 18%
53%
P —
) Ge 15 80% 7% 1%
0%
e —
5 Gf 15 80% 7% 1%
50%
——
5 Gg 15 87% 13%
0%
T
5 Gh 15 80% % 1%%
0%
. .
5 Gi 15 87% 13%
53%
. I ——
5 Gj 15 80% 7% 13%
53%
.
5 Gk 15 80% % 13%
0%
-
5 Gl 15 73% 18 1%
53%
.
5 Gm 15 60% 27% BT e
0%
- ———
5 Gn 15 73% 3% 9%
0%
. ——— —
5 Go 15 73% 13% 13%
0%
... —
5 Gp 15 73% 13% 13%
50%
e — ——
5) Gq 15 80% 7% 13%
0%
e —
5 Gr 15 80% 7% 1%
50%
.
5 Gs 15 87% 13%
50%
=
5 Gt 15 67% 20% e
0%
T
5 Gu 15 80% % 13%
50%
- ——
5 Gv 15 73% 13% 13%
75%
|
) Gw 15 73% 13 1%%
53%

5 Gx 15 80% 7% 13%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
50%
5 Gy 15 80% 7% 13%
60%
T — ——
) Gz 15 80% 7% 13%
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2 Entry composition (i)

There are 5 unique types of molecules in this entry. The entry contains 236015 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 L-ring protein.

Mol | Chain | Residues Atoms AltConf | Trace
1 Aa 223 ?étfil 1(?27 21;0 3?3 zSL 0 0
1 Ab 223 ??711 1(?27 2150 3?3 zSL 0 0
! Ac 223 ??711 1(?27 21;0 3(5)3 zSL 0 0
! Ad 223 ?ét??il 1(?27 2150 3(5)3 zSL 0 0
! Ae 223 ?ggil 1(?27 2150 3(5)3 zSL 0 0
! Af 223 ?ggil 1(?27 2150 3(5)3 zSL 0 0
1 Ag 223 ?Zt;il 1(?27 21;]0 3(5)3 zSL 0 0
1 Ah 223 ??711 1(?27 21;]0 3(;3 ZSL 0 0
Lo Al 223 ?gt;il 1(%7 2150 3(5)3 zSL 0 0
LAl 223 ?ggil 1(?27 2150 3(;3 zSL 0 0
1| Ak 223 ?2;?11 1(?27 2150 3(;3 zSL 0 0
LAl 223 ?ggil 1527 2150 3(5)3 zSL 0 0
L Am 223 ?2211 10027 2150 3(5)3 zSL 0 0
1| An 223 ??711 10027 21;0 3(5)3 zSL 0 0
L | Ao 223 ?é?il 10027 2150 3(5)3 zSL 0 0
1 Ap 223 ??711 10027 2150 3(5)3 zSL 0 0
1 Aq 223 ??711 1(?27 2150 3(5)3 zSL 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1 Ar 223 ??711 1(?27 2150 3(5)3 zSL 0 0
1 As 223 ?ét?il 1(?27 2150 3(5)3 zSL 0 0
| A 223 ?Z’t?ZI 1(?27 21;0 3(5?3 zSL 0 0
! Au 223 ?Zt;il 1(?27 21;]0 3(5)3 zSL 0 0
1 Av 223 ?gt%l 1(?27 21;]0 3(;3 zSL 0 0
L Aw 223 ?ggil 1(%7 2150 3(5)3 zSL 0 0
L Ax 223 ?6);11 1(?27 2150 3(;3 zSL 0 0
L Ay 223 ?Z;il 1(?27 2150 3(533 zSL 0 0
1| Az 223 ?ggil 1(?27 2150 3(5)3 zSL 0 0
e Molecule 2 is a protein called Flagellar P-ring protein.

Mol | Chain | Residues Atoms AltConf | Trace
2 Ba 310 rggﬁl 1557 41(\)14 451)6 g 0 0
2 Bb 316 rggﬁl 14C57 41(\)14 426 g 0 0
2| Be 310 rggﬁl 14057 41(\;4 426 g 0 0
2| Bd 310 ggﬁl 1557 41(\)I4 426 g 0 0
2| Be 310 ggﬁl 1557 41(\)I4 426 g 0 0
2| B 310 ggﬁl 1557 41(\)I4 4(26 g 0 0
2| Be 310 ggﬁl 14057 41(\)14 4(26 ? 0 0
2 Bh 316 ggtlil 14C57 41(\)14 4(26 ? 0 0
2 Bi 316 ggtff 14C57 41(\)14 4(26 ? 0 0
2 B] 316 ggtff 1557 41(\)14 4(26 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 Bk 316 ggtﬂl 1557 41(\)I4 426 g 0 0
2 Bl 316 ggﬁl 14557 41(\)I4 426 g 0 0
2 Bm 316 ggﬁl 1257 41(\)I4 426 g 0 0
2 Bn 310 rggtﬂl 1557 41(\)14 451)6 g 0 0
2 Bo 310 ggﬁl 1557 41(\)14 451)6 g 0 0
2 Bp 316 rggtlil 14057 41(\;4 451)6 g 0 0
2| Ba 316 gg;il 14057 41(\;4 426 g 0 0
2| Br 310 ggﬁl 1557 41(\)I4 426 g 0 0
2| Bs 310 ggﬁl 1557 41(\)I4 4(26 g 0 0
2| Bt 316 ggﬁl 14057 41(\)I4 4(26 ? 0 0
2| Bu 316 ggﬁl 14057 41(\)I4 4(26 ? 0 0
2 Bv 316 ggﬁl 14057 41(\)I4 4(26 g 0 0
2 Bw 316 ggt&l 14057 41(\)I4 4(26 ? 0 0
2 Bx 316 ggtfil 1557 41(\)14 451)6 ? 0 0
2 By 316 ggﬁl 14057 41(\)14 4(26 g 0 0
2 Bz 316 ggﬁl 14857 41(\)14 4(26 g 0 0
e Molecule 3 is a protein called Flagellar protein FlgT.

Mol | Chain | Residues Atoms AltConf | Trace
3 Ca 352 rg(;t%l 17041 41?7 5(3?5 1S7 0 0
3 b 352 rggt%l 17041 41;17 5(3?5 1S7 0 0
3 Ce 352 g???)l 1511 4?7 5(3?5 1S7 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 Cd 352 g(;t%l 17(311 41;17 5(3)5 1S7 0 0
3 Ce 352 g(;;%l 17(311 41;17 5(:35 1S7 0 0
3 cf 352 rg(;t%l 17(311 41;17 5(3)5 1S7 0 0
s Cg 352 rggt%l 17(311 41;17 525 1S7 0 0
3 Ch 352 g(;t%l 17(311 41;17 5(3)5 1S7 0 0
s ¢ 352 rg(;t%l 17041 4157 525 1S7 ¥ 0
s C 352 g(;t%l 17(311 4157 5(3)5 1S7 ¥ 0
s Ck 352 g(;t%l 17(311 41;17 5(??5 1S7 ¥ 0
s ¢ 352 g(;t%l 17(311 4§7 5(3?5 1S7 0 0
3 | Cm 352 g(;t%l 17C41 4§7 5(3?5 1S7 0 0
s Cn 352 g?;%l 17041 4§7 5(3?5 1S7 0 0
s Co 352 rg(;t%l 17041 4§7 5(3?5 1S7 0 0
s Cp 352 g(;t?%l 17041 4?7 5(3?5 1S7 0 0
3 Ca 352 rggt%l 1511 4§7 525 1S7 0 0
3 Cr 352 rggt?%l 1211 41;7 5(3?5 1S7 0 0
3 Cs 352 g(;t?%l 1211 41;7 5(3?5 1S7 0 0
3| 352 g?% 1211 41;7 5(3?5 1S7 0 0
3 Cu 352 1212%1 17(311 41;7 5(??5 1S7 0 0
3 Cv 352 121(;%1 1511 41;17 525 1S7 0 0
3 Cw 352 12“(;t7a01 1511 41;17 5(3)5 1S7 0 0
3 Cx 352 g(;t%l 17(511 41;17 5(3)5 1S7 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 Cy 352 g(;t%l 17(311 41;17 5(;5 1S7 0 0
3 Cr 352 g(;%l 17(311 41;17 5(:35 1S7 0 0
e Molecule 4 is a protein called Sodium-type flagellar protein MotY.

Mol | Chain | Residues Atoms AltConf | Trace
4 Da 251 ggggl 1??12 31;5]2 484 g 0 0
4 Db 258 58;%1 1??10 3?8 485 g 0 0
4 De 251 58?51 1??12 31;5]2 4(54 g 0 0
4 bd 258 ggts?)l 1??10 31;8 485 g 0 0
4 De 251 58?51 13C12 31(\312 4(54 g 0 0
4 DI 258 g(());%l 1??10 32]8 485 g 0 0
4 Dg 251 ggga; 1:’?12 3122 4(54 g 0 0
4 bh 258 ggg%l 1:’?10 3?8 485 g 0 0
4 bi 251 rggg 13012 3122 4(54 g 0 0
4] D 258 rgg;%l 13010 315\}8 4(0)5 g 0 0
4] Dk 257 ggg 1??12 3122 4(84 g 0 0
4 bl 258 582%1 1??10 31;18 4(85 g 0 0
4| Dm 257 ggtsassl 1??12 3122 4(34 g 0 0
4 bn 258 28;%1 13010 3128 4(85 ? 0 0
4] Do 257 582? 13012 3122 4(84 ? 0 0
4 Dp 258 28;%1 13010 3?8 4(35 g 0 0
4| Da 251 ggtéaassl 13?12 3?2 4(84 2 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 Dr 258 28;%1 1:?10 3§8 485 g 0 0
4 Ds 251 58?51 13C12 31;5]2 4(54 g 0 0
4] be 258 g(());%l 1??10 32]8 485 g 0 0
4 bu 251 ggga; 1:’?12 31;5]2 4(54 g 0 0
4 by 258 gg;?)l 1:’?10 31218 485 g 0 0
4] bw 257 rggg 13012 3122 484 g 0 0
4 Dx 258 rg(());%l 13010 3?8 4(85 g 0 0
4] Dy 251 ggg;l 1:?12 31(\312 4(84 g 0 0
4 bz 258 58?51 1??10 31;8 4(85 g 0 0

e Molecule 5 is a protein called Flagellar assembly lipoprotein FlgP.

Mol | Chain | Residues Atoms AltConf | Trace
5 | Ta 15 1105531 708 21\; ;'4 ? 0 0
5 Fb 15 Ti();;l 708 21\; 2(21 ? 0 0
5 Fe 15 Tioztgl 7CS 21\; 2(31 ? 0 0
5 Fd 15 Tiozt;l 7CS 21\; 2(21 ? 0 0
5 Fe 15 Tloztgl 7CS 21\; 2?1 ? 0 0
5 Ff 15 Tloztgl 708 21\; 2?1 ? 0 0
s | 5 | 0 om0 |0
5 Fh 15 Tf;g‘l 7Cs 21\; 22 ? 0 0
5 Fi 15 Tloztgl 7(38 21\; 2(21 ? 0 0
SR | |0 o g 0|

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

Mol | Chain | Residues Atoms AltConf | Trace
5 | Fk 15 11055‘1 708 21\; 2(21 ? 0 0
5 | FI 15 110;? 708 21\; 2(21 ? 0 0
5 | Fm 15 110;? 708 21\; 2(21 ? 0 0
5 | Fn 15 110;531 708 21\; 2(21 ? 0 0
5 Fo 15 T1°2t§1 708 21\; 2(21 ? 0 0
s R | s |0 g 0|0
s R | s |0 oy 0|0
5 Fr 15 Tloztsl 7C8 21\; 2(31 ? 0 0
5 Fs 15 Tloztgl 708 21\; 2?1 ? 0 0
5 Ft 15 Tlozt;l 7(38 21\; 2(1 ? 0 0
5 Fu 15 Tlozt;l 7Cs 21\; 2?1 ? 0 0
5 Fv 15 Tloztgl 7Cs 21\; 2?1 ? 0 0
5 Fyw 15 Tloztgl 7C8 21\; 2(21 ? 0 0
5 Fx 15 Tloztsl 7Cs 21\; 2(1 ? 0 0
s | |0 oy 0|0
5 Fy 15 110521 7Cs 21\; 2(1 ? 0 0
5 Ga 13 Tlolt;l 701 ;\(I) 2(()) ? 0 0
5 Gb 13 Tloltsl 701 ;\(I) 2% ? 0 0
5 Ge 13 I;Ofsl 7C1 ;\(I) 2% ? 0 0
5 Gd 13 Tlolt;l 701 ;\(I) 2% ? 0 0
5 | Ce 13 Tloltgl 701 ;\(I) 2% ? 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
5 | ar 13 Tloltgl 7(’1 ;\g) % ? 0 0
s G | o1 | s 0 |0
5 | an 13 Tlolt;l 701 ;\é % ? 0 0
5 | Gi 13 110;231 701 21\; % ? 0 0
s @ | o | | 0|0
5 Gk 13 Tioltgl 701 ;\(I) % ? 0 0
5 Gl 13 Tioltgl 701 é\g 2% ? 0 0
s lam |l T L sy | 00
5 Gn 13 Tlolt;l 701 é\é 2% ? 0 0
5 Go 13 Tlolt;l 701 é\é 2% ? 0 0
s e | N L | 00
s | NN L gy 00
s e o N L | 00
5 Gs 13 Tloltsl 7(31 ;\(I) 2% ? 0 0
5 Gt 13 1101t;1 701 ;\(I) 2% ? 0 0
5 Gu 13 Tloltsl 701 ;\(I) g) ? 0 0
5 Gv 13 Tlolt;l 701 ;\(I) 2(()) ? 0 0
s v | | | 0|0
5 Gx 13 I;Ofsl 7C1 ;\(I) 2% ? 0 0
s o | o1 | | 0|0
5 | Gz 13 Tloltgl 701 ;\(I) 2% ? 0 0
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3 Residue-property plots (i)

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

e Molecule 1: Flagellar L-ring protein

9%

: | p— —
Chain Aa: 80% 17% o
P oo oo coo00O0e -

a > M| = = 1] - 1 53] E4 = = < [=} (&) - > o=

F160
MJ!2
IJ!G
ng4
NJ!B
RJ!Z
E194
K195
N200
Y205
A224
A2!L
R232
S236

Betiana

e Molecule 1: Flagellar L-ring protein

8%

. I
Chain Ab: 79% 18% o
oo oo o000 o - -
© M- Mo SEtmimd g s mdmEm Smid 85383
2 2 8 SER 5 E@= A & A 5 CEzazlER
oo o
e Molecule 1: Flagellar L-ring protein
9%
. _ -
Chain Ac: 80% 18% -
X3 = o000 - -
o oo < oo W WO Cmlmlmlmd 8 S mSme Smd 8 853
2223 - HE o= ZM: & S SCDf:
oo o
CmtmiimimimER I dmE S cmimims SmEmSm
E 2§ RE 3 2 =Epmk o288 & I SB & B £6
e Molecule 1: Flagellar L-ring protein
9%
Chain Ad: 81% 17% ..
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e Molecule 1: Flagellar L-ring protein
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