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Trans Module polymer/non-polymer® 5348

Ligand Module VAV EDT7HA

Sequence Module [EESHEEEUGIS IRy

Annotation Module [Ed: Samaska2bilol e {0k

Validation Module validation report® 4 i, & #E:R
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e EHIT 54 4> mP “Macromolecules”
® Sample sequenceZFRIZCT—AR—REHRRL., BEHT T4 * 2 FEERK
* &> /\%&:Uniprot, #E&: GenBank
° BLAREICOLWTIIERZGHHE
® mutation, expression tag, database error, ...
* UAUKEHR ) “Ligands”
¢ LDEHREFEHMLEME—FHTHMN
* (—HLAWGE) iR E
° EYFHIEL mp “Assembly”
* ERmEE PISAICKSLELTHEEDHTTE
* EM,NMR: EXRBICEEBFBEZVEFTEDELTE
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Macromolecules

~ Classification

le type: © |polypeptide(L)
le clas: ©® O Antibiotic/inhibitor o] @] mera @ None of these
bacteriorhodopsin
Molecule name*: (] -
4
mber: L]
Contained in chains: o A
uctural E—
identifier: o ——
any mut: (]

ATA 34,‘,*

% PDBj
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Molecule namelZ
by o & FT£ R
* EIREDFLIMYIZEHLESD
o: ATP synthase subunit c,
Fab heavy chain, HapR 7; &
x: bacteria protein, chain A 7% &




Macromolecules

TGRPEWIWLALGTALMGLGTLYFLVKGMGVSDP
DAKKFYAITTLVPAIAFTMYLSMLLGYGLTMVPFG
GEQNPIYWARYA
DWLFTTPLLLLDLALLVDADQGTILALVGADGIMI
GTGLVGALTKVYSYRFVWWAISTAAMLYILYVLFF
GFTSKAESMR i

Sample sequence in one o
letter code*:

-

The sequence alignment is valid

The following is the alignment between the sample sequence and sequence from the coordinates. The

h

display.

at the top of the alignment

Important: Please address any discrepancy between the sample sequence and coordinate sequence by either providing a correct sample sequence or re-uploading

new coordinates.
ok : Sample sequence aligned with Coordinates - all chains :

Molecule : 1
Chain : A

10 20 30 40 50. 60. 70 80 90 100
TGRPEWIWLALGTALMGLGTLYFLVKGMGVSDPDAKKFYAITTLVPAIAFTMYLSMLLGYGLTMVPFGGEQNPIYWARYADWLFTTPLLLLDLALLVDAD

PECEEPEEEEEEEEEEEEEEEE R e e e e e e e e e e e e e e e e e e e e e e e R

TGRPEWIWLALGTALMGLGTLYFLVKGMGVSDPDAKKFYAITTLVPAIAFTMYLSMLLGYGLTMVPFGGEQNPIYWARYADWLFTTPLLLLDLALLVDAD

110 120 130 140 150 160 170 180 190 200
QGTILALVGADGIMIGTGLVGALTKVYSYRFVWWAISTAAMLY ILYVLFFGFTSKAESMRPEVASTFKVLRNVTVVLWSAYPVVWLIGSEGAGIVPLNIE

FECPEEEEEEEEEEEEEEE R E R e e e e e e e e e e e e e e e e e e e e e e

QGTILALVGADGIMIGTGLVGALTKVYSYRFVWWAISTAAMLY ILYVLFFGFTSKAESMRPEVASTFKVLRNVTVVLWSAYPVVWLIGSEGAGIVPLNIE

210 220
TLLFMVLDVSAKVGFGLILLRSRAIFGEAE

PEEEEEEEEEREEEEEEEEEEEEEETT T

TLLFMVLDVSAKVGFGLILLRSRAIFGEAE

Compound details: (i ]
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Sample sequencelZI&

H 2 JILDR) 7 —BL | % ik
° ERIRZTULANEELEL
* UHURGEEFEDHLGL

(A2TLZFE2:E. TOPDBZ 714 )LD
R I —DREICTERZEAND)

XASEUNVERGE,
EMTERAZ ANT-WGEE

Compound details|ZF2 b

(1-230: GFP from A. victoria, 231-237: linker,
238-435: membrane protein from HKU5 7i&)
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HoW wasithermoledlile @ O Recombinantly expressed @® Purified from natural source O Chemically synthesized

* Expression Hosth'E FifaDi5E

Natural source

e ¥ Cell line ¥ E2ub
—— * hmMBIFEIL. UniprotID+ ik
(HBEETEHELLTS )

Strain:

Variant:

=k

ATCC number:
Organ:
Tissue:

[:]
(]
(]
Cell line: L]
(]
(]
(]
Source details: L]

Ll

* LtTERLELOLEBEXREYN
Cross-reference to other sequence databases ; t; é i% ,é. . ﬁ(ﬁ% L/ 1—: 7'3— % 1:12\2 ﬁ

Database Name: (i} GenBank & UniProt
Accession: L] ‘W‘
Sequence start: L] ‘17\
Sequence end: [ ] ‘2327‘

MLELLPTAVEGVSQAQITGRPEWIWLALGTALM

GLGTLYFLVKGMGVSDPDAKKFYAITTLVPAIAFT
MYLSMLLGYGLTMVPFGGEQNPIYWARYADWLF
TTPLLLLDLALLVDADQGTILALVGADGIMIGTGL
VGALTKVYSYRFVWWAISTAAMLYILYVLFFGFTS
KAESMRPEVASTFKVLRNVTVVLWSAYPVVWLL,

Sequence: [ ]

If you run a BLAST search, you must remain on this page until the results appear. This normally takes about 30 seconds.
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Summary of ligands identified in coordinate file provided for dataset: D_1300036570

° THREBELHEBEN—HT LN,
=
ID INSTANCES l ALL (LOI)"
Mlsmatch(es) Require
T * —HLAENMESIE

RET il oK O
sau s | e e o Inspection page CHER

No ligand of interest

* WEICIH L TEMNFEREEK
(SMILES, &, ...)

* Ligand of InterestIZERE T 5 &
reportIZHEE&E & maph & 5

[lnspect Selected Ligands | | Finish (all issues are addressed) |




Assembly

Experiments performed to support the assembly  Additional information about the assembly

[electron microscopy V] trimer . .
4
Chains and matrices for the assembly
Does this assembly apply to all chains?: ON [OR%
List of chain IDs in this assembly: A
Can you generate the assembly without applying matrices?: O N @Y
1000
0100
0010

Provide 3x4 rotation with translation matrices in the format:

R1-1 R1-2 R1-3 T1
R2-1 R2-2 R2-3 T2
R3-1 R3-2 R3-3 T3

-0.5000000000 -0.8660254038 0 121.1800000000
0.8660254038 -0.5000000000 0 -104.9449584306
0010

-0.5000000000 0.8660254038 0 151.4750000000

-0.8660254038 -0.5000000000 0 52.4724792153
0010

S, ®
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RSP TODEEZ LI
“trimer”4>”"DNA double strand”

7Ld~ E. EHhnldoK

EMNMR®DO I RJIZDULWTIE
AR EFEEE=4SYEMNL

® A IJLRHEDmatrixlE
matrixiEH description|Z
REMARK350MD #2 = Tk
(rotation+translation(orthogonal))

* ZToMnizEIE
MatrixZz L TEHN7G<TEOK
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Assembly

Use the menu in the right hand side of the 3D viewer to change betweer{ the assemblies.

Sequence of D_8000212.. # Chain 4 1:Bacterior.. # A $ ASM_1 ¢ ®
LS Structure Tools
5 15 25 35 45 55 65 75 85 95 105 115 125
TGRPEWIWLALGTALMGLGTLYFLVKGMGVSDPDAKKFYATTTLVPATAFTMYLSMLLGYGLTMVPFGGEQNPTYWARYADWLFTTPLLLLDLALLVDADQGT TLALVGADGIMI GTGLVGA
135 115 155 165 175 185 195 205 215 225
LTKVYSYRFVWWATSTAAMLYILYVLFFGFTSKAESMRPEVASTFKVLRNVTVVLWSAY PVVWLIGSEGAGIVPLNIETLLFMVLDVSAKVGFGLI LLRSRATFGEA €3 Structure

D_8000212321 | Crystal struct... a

© Type Assembly
® Asmid 1: Author Defined As...
LN Dynamic Bonds X Off

i

Nothing Focused -

¥, Measurements

+ Add

11
Tir

&< Quick Styles

Default Stylized Illustrative

@ Components D_8000212321
[ Preset + Add T
Polymer Cartoon © T

» Add Representation
~ Set Coloring
» Atom Property
~ Chain Property
Chain T4

Check this box to accept your
assemblies:
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Matrix(assembly) D&k &
AABL. updateZ#9 &
XT3 AEENE 2 —TIZKRT
WHEREREANMER LIS
TOWICFzVvIZAND
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>

o EHRINEBEDLREASEH
o Authorh o DAFHEEE
o XY BHEmI (primary citation) @ HhR
o EH{FEHDIEMNRBE

2023 7RH < s8>
e KRERFTIZABRUELEIVMYHA |
KB D K= 45 B : I
B e Pl P
RIDEDAREE B IEF F TIZER —  NEEVE|
o BE/MBHMMIXABTDFIVIZETI>ED C<om
FHREICRBEL > THHMLEEZEW o e
. HEAHHBAEELTHDDAME -
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i«* $‘3:% Protein
E ﬁ @ Fﬁﬂ as amember of @Tﬁlﬁlé
o NHRRICEIZSTIFIXTEAEL
o S|ETIF (Withdrawn) DEHKITEDHIZL =S

o MNABL LTI SHES
7 2ABYI1Z"unpublished citation”® ') ¥ 4 > K A — LT
o _DA—IPETRRELGEHEEEXT/ T—2IZEHMboE =Ly




T/ T—3DObOEEEL wamenierot GBS
o ZEEFHPIZH - &ML ENHBIER.
Communication TabZz@ L TERE L TL =&y
o EBR—TUXOT7AILDKREARAL—XIZHERTEET

o BHINRICE-TIE, NELIMODFETIZ2-3EBMMNY FT
report AL EGIGE R IRFEICRBZFH >TEHR LT W
e IFELE. MELOFANTOIUF)DUZEZEITHAZTLWASRETYT
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o FEERT—AF LEEBHRODBELNIZCELSTOYEIOTEMNLELEELY
o AAT—HAMEIE. BEIDEE. FFDHIFR. SEEDEBEMNTAEETT
e Session unlockZ#(F=-L\OMNKETT ...
(unlockd 4 L WENFZIM R Z2—FLET)

e UnlockR¥. Release Status (Release now, Hold for publication...) [&
BFICEZZWNTLLIZEL
o ZHELT-ULMEE&IFXCommunicatonT7 / T—RIZEMLEL S

. T/F—ANLOBEMIZETESEFERTESL
o Validation letterMRA I —SN D EETNLZYICFRTY
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ORCIDRJA vty a e/ oo SR
o 2023F5AMD,
v avID (D _13000%****) +/SAJ—KIZ&bO0454 VIZIMAT,
ORCIDZAW=-045 A4 A F|FHagE
e HHmhHContact authorlZ7Z > T\, &5k & — & CHEZEA]
e ORCIDZRIILI-KEETE YL aVHEERTHET
ID,/NRXT— FANGLTHREZFZFAFZ— FHAJEE
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@neDep

wwPDB OneDep System

[ Existing deposition wwPDB news and ant
Deposition ID
[ I o Carbohydrate News
Password Carbohydrates will be renumbered and reassigned chain ids to provide consistent representation. For ma
| Bank, (2021) Glycobiology 31: 1204—1218, doi: 10.1093/glycob/cwab039.
0

|
G
L

([ Sign in with ORCID

Scientific Software Developers and Postdocs at RCSB PDB

Join RCSB PDB to design, develop, & deploy modern web and data applications & complex user interfac

Start a new dep

Have you checked your data at the
stand-alone validation server?
validate.wwpdb.org

wwPDB regions

Welcome to the wwPDB OneDep system!

To continue with an existing deposition, please login on the left.
Please note that un-submitted sessions will expire 3 months after last login. Un-submitted sessions and u

For requests such as entry release or citation updates, please login to the deposition system and

If you have any other feedback, please write to us at deposit-help@mail.wwpdb.org
At this time this deposition system does not work with Internet Explorer versions 8 or less.

Warning: Please note that the current system does not support having multiple
please log out using the 'Log out" button in the bottom left corner of the openec

Please select the location of the institute of your PI.
This will automatically direct to the closest wwPDB data center (RCSB PDB/US, PDBe/UK, or PDBj/Japa

Country/Region: [ Select... VJ i ]

w3 YERL

% PDBj

K unnﬂ«"% Protein Data Bank Japan
R LDWIDE

as amember of @PD

PROTEIN DATA BANK

v [0
Sign in with ORCID
0wy
FORL B H [T HEA
ORCIDMD &S (164T1) &
ORCIDD/INRT—FZ AN
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. HE%HHContact authorTH 5

Carbohydrate News t “J :/ 3 ?/ 75“_ _E,ﬁ,:, -CS § ﬁt é *L é

Carbohydrates will be renumbered and reassigned chain ids to provide consistent representation. For more details: Modernized uniform representation of carbohydrate molecules in the Proteir

Bank, (2021) Glycobiology 31: 1204-1218, doi: 10.1093/glycob/cwab039. » ~ ~ ~
)}
Scientific e D pers and F at RCSB PDB [ ] D ; 4 ,/ L T: L \ t ‘J y 3 / @

Join RCSB PDB to design, develop, & deploy modern web and data applications & complex user interfaces. Positions at Rutgers and SDSC/UCSD and UCSF.

Deposition list ID % 7 I J “J 7 -a_ é t
Depositions available to 0000-0002-2648-8257 (Niwa, Satomi) t “J :/ 3 \/ ': D 7“ /r \/ —G % é

Deposition ID Entry ID Entry Title Created i Status Last login

D_1300031483 e o i L L e P 2022/8/9 AUTH 2022/12/2 O R C I D 1‘, 4
L it nIE Lz jt ,L,\

D_1300031482 s cmm e e T s T - 2022/8/9 HPUB 2022/12/2

S Lty arvaEde

D_1300028945 Do cnlon ol om Bewen o Do P "meclmeem B P e e o o n e 2022/4/15 REL 2023/3/16

D_1300025895 o sy § befre-fiare ¢ S e ol 9 i S e el 202111724 REL 2023/3/15 1 7 I} \‘J 7 T%ﬁ L/ L\t \\J :/ 3 > ‘:

D_1300009047 [ WL 0 TR T Rl Rl 2018/9/12 REL 2018/10/15 .
\
A4 TES
=3
: [FWebT !
Qtart a naw danneitinn ([ ] A M

(https://pdbj.org/news/ORCID_Login)
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e Contact author®ORCIDZRIZEA D &
BLREAT=EDADNZTDEY I VIZTIELATETCLED

o Contact author®@ORCIDZ%& &% 9 AL, IDZ XK CHEZEL T =Ly




