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Welcomeso the Worldwide Protein DatalBanls

Home wwPDBE Agreement | Statistics FAQ | News | Contact Us

The Worldwide Protein Data Bank (wwPDB ) consists of organizations that act as deposition,
data processing and distribution centers for PDB data. The founding members are RCSB PDB
(USA), PDBe (Europe) and PDBj (Japan)'. The BMRB (USA) group joined the wwPDB in 2006.
The mission of the wwPDB is to maintain a single Protein Data Bank Archive of
macromolecular structural data that is freely and publicly available to the global community.

This site provides information about services provided by the individual member organizations
and about projects undertaken by the wwPDB.

wwPDB Statement on Retraction of PDB Entries

18-February-2010
Changes to the wwPDB Policy for Depositing Polypeptide Structures

The wwPDB now accepts polypeptide structure depositions of all gene products; all
naturally-occuring, non-ribosomally synthesized peptides, such as antibictics; and all
peptidic repeat units of larger polymers, such as fibrous and amyloid polymers. In addition,
non-naturally occurring synthetic peptides with at least 24 residues will be accepted for
deposition.

Consistent with earlier policy, depositions of polynucleotide and polysaccharide structures
of 4 or more residues are also accepted. For more information, see the wwPDB Policy
Guide at http://www.wwpdb.org/policy.html.

2-February-2010
wwPDB FTP Advisory Notice

The PDB archive can be accessed at FTP sites at the RCSB PDB, PDBe, and PDBj. The
update schedules for these sites have been coordinated to be simultanecus. All updates
now occur at the target time of Wednesday 00:00 UTC (Coordinated Universal Time).




W O R L D W I

SPDB

PROTEIN DATA BANK

i . Jr— o =
— 1 jre—
cxand -'rll _l-"l
FROTEIN DATA HANE ELURCPE

PDB;j

Protein Data Bank Japan

BMRB

wv:‘DDB and wwPDBAC mdambers
- at IPR. ®saka 0ny6 Nov, |

e W

PROTEIN DATA BANK




P

PDBj

Protein Data Bank Japan

rotein Data Bank
Japan

BAREBERBET —%/\>7
http://www.pdbj.org/

KR KRFEE
(FILITBUEAN) BB i ik Bk e

B AT [CTEE,

INAF AV ITART 4O RMEHELZ
— (http://www-bird.jst.go.jp/)H’
2001 Mo iE

RFIEEEDER. T3/BERE BERFIE.
RERFOFHR. RBRBANT—2(BERF)

T EE

L TE K. Web Do FEFH A F

PDBjE

&y 4 Y ‘\" { ‘k“. 2 g% B A4 4ol i L%

e A

TP i & P -,

gl ¥4 45

e W4

English simplified Chinese traditional Chinese Korean
W Fr—s HAEREESET 4/ (PDB: Protein Data Bank Japan)id. JST-BIRDOZEZERZ(F, *
EIRCSB. BMRB, & & UMMPDBeL{fih L T, SHEAFOUMMET - ~— 2 2ERMN CH—b
TS8R >> NEEF—A1TELTEETSEE B0, BABEBRY —LERHLTEDET.
ADIT: PDB Depasition F—yBF
ADIT-NMR
B> T BRO RN >>

Search PDB (Mine/xPSSS)
Latest Released Search
Sequence-Navigator
Structure-Navigator

PDBEZ AU s NMRF—4% &8

SeSAW ]

Ligand Binding Sites

(GIRAF) i

EM Navigator PDB#&% Mne ~

Search NMR Data (BMRB) NMRF—#% 8% a

Status Search MineBFER—VICD2WT BMRB
#=ERaUT DT [PDBID or Keyword 3] (Go) @ Accession number

JV: Graphic Viewer ©) Deposition code

Protein Globe MR RE > e |
ASH
MAFFTash
Structure Prediction >> mATAE
CRNPRED 2010713
Spanner PDBj HERLTEDEI 7V —DRFIZ 7 v PR - Ea—T: VO REAR
SFAS (jV3.8)ht U U—2&hE L1, displayatom onfoff © I RIBREASEINE ., S4E4
SRF—HR—R > %ﬁiﬁf@%t:?ﬁ%’:& SIKAE-THDET, E5%F. TE559 T YO—RLTHE
eF-sitefeF-seek/eF-surf WS,
SRR 201071
ProMode 20108H9H(A). 10B(K) €. S ZHAIVR - F—HR—2FHFL in 2K
Molecule of the Month ZRAHERFRESCRIEIC THEWCLEY . (Fll/ BB UAH)
FHUO—F > 2010/6/30
PDB Archive/Snapshot NMRERREEFIFRITIR T 7 1)L /X—F 3 > 2 BORRMENE L. (FHl.)
Archive 2010/519
Uvok VORHRE(VI. 7D ABEEhE L.

MEEE ~ILT7 FAQ HRALWELE

66961
entries available
on 4 Aug.. 2010

00:00{UTC) / 09:00(JST)

cPDB

CgBLLS

Detbase Contefor LA Ecercn




K& PRER

PDBj T—AR—R &
JIFRE, IHEE,

i 2K

@ N o
PDBjAv/—
Protein Data Bank Japan

W—I)L—ERXRERTIL—T:

£ I, saEEE, SHAREX U
mINFEE, BKEHF, &

y31p. 3

BEE YL~
RS T REAET, WRNAL,

T&HF, ITESH,

NMR 7'—4~_R—X (BMRB-PDBj)% JL—7:
BRIRBOE, FIARSE, WEER, PAE—, REEF

PRigEE (Y
FHiaie (RR

by Uj‘?.ﬁﬁ%fﬁj]%
Daron M. Standley (R A REIAVT(T), A FTEE (HLKIER),

CBRC), IMEFIE (FELBCBRC), HMiE (BX),

=

&

X)




wwPDBIZE T 5 E &1 5

1) T—5&m%-ZEkEXZ. wwPDB
DAV IN—THALLENLRET B

) —DT—RT7—hA4T&Hb.

KEDRCSB-PDBMT7—HALT X —/N\—ELTEZAH

1ERZLD,

3) T—R - 7A—yhOEH AR EIZ DL T,
BAVN—RBADFEIZKYRET S, (V3.1—V3.2)

4) BAVIN—IE, B RBEDT—R- TS9O, |::L—7

BEY—IL, Web Y—ERZRFTIHEHVEA

J

FNd,

(Berman, Henrick & Nakamura (2003) Nat. Struct. Biol. 10, 980)




BAEQE®ET —%/\>Y:PDB;

1. EREREEET—5%/\>Y (WwwPDB) DEE

2. ERABEIUREBET —IN—REHFHIEE

3. EREREEREHRDEL L TI+—7 vk (v3.2,
mmCIF, PDBML) D EAFE(validation)&Z DIt B

4. EREREERITERPSLUEREHEEICRET
A3 ENTBEHR D 70

5. EREMARBEICEAT AR RT—ER—
ADBEERLFEBITY—ILDOBF




Japanese

@Bjé o o S 4 O S T s s B b AL S

simplified Chinese  traditional Chinese  Korean

Fo)
Ty RE
ADIT: PODB Deposition
ADIT-MMR
1

Search PDB
[Mine/PSEs)

Latest Released Search

Sequence-Navigator
Structure-Navigannr
BeSAW

Ligand Banding Sites
(GIFAF)

EM Navigator

Search NMR Data

(BMRAD)

Status Search
H—EREY T IETF 3

v Graphic Viewer

Fratain Globe

AEH

MAFFTash

Structure Pradiction s

CRNPRED
Spanner
SFAS

REF—F =R 3

aF-sp/eF-seakiaF-sur

gProts

ProMode

Maolacule of tha Month
ForO—F =

FOB Archive/Snapshot

Archive

I::-F-Ji :lﬁ%' TR

@ \PDB| Protein Data Bank Japan)id. JST-BIRDODEMESRS, *
T. EHEASTOUHERNEF A -2 EEBRICR—EI T
.hf)'\‘:l.-\.ﬂ“'ﬂ{u‘:tulh WA GRFY —ILEBHLTED ET.

FT-5RR

Ty RERADIEA

POBRS [\t NVMRF—# R AR

o
ronw  Mine NMRF— 5 7
BMAR
[ PDB 1D or Kevword 8] (Go) ® Accession number
: ) Deposition code
B R > I

EEE

200910/22

2000{F10A228 (k) 5. PDB T}, FEA~—IELUT—FBRCHT S
M—HEDWT, REREEON—UELMLELR.

2009/10/9
2009510148 () 75, wwPDB T, SlOT—¥FP77—FE. RAIEL
T. BARMMOEREBEMIR (UTCOR) IKiTwad.
CHF—FEHE. REDRCSE-PDB. MM®OFDBe. POBIICEWT, REFAICTTL
nET.

2008/10/8
20095108148 (&) H 5. PDBjcEF S T—4 BB AT LEL T ICBEL
fc 'PDBjMine; OEEEMDET,
PDB| Minelt. relational DBEBLTULS /00, XPahXQueryDRIBIRTE L&D
33‘ Eleo CRETORTELATL 'XPSSS) &, LES(OMECRBETEE

e s Sraoe Ty b

.H.H‘I‘ AT EMVEbt

61248
enines available
DODO(UTE) / D00{IST)

-

BB

Englsh  Japanese
Hi

BREiE o
ADIT: PDE Depositien
ADIT-NMA

R
Search PDB
[Mine/zFS5s)
Lates! Released Search
Sequence-Navigator
Siruciure-Navigator
SeEAW
Ligand Binding Sites
(GIFAF)
EM Navigator

Search NMA Data
(BMRAB)
Status Search
WRoraini =
V! Giraphic Viewer
Frotein Globe
AEH
MAFFTash
Structure Pradiction s
CRNPRED
Spanner
SFAS
ETERURI ==
aF-stalaF-sonkloF-surt
eProts
ProMode
Maolecula of the Month
Tl

FDB Archive/Snapshol
Archive

Simplified ghlnese

PR LSS ERCRT RERL

SRENRCSBINE

tm:lboml Cimesa Komuﬂ

. RS R
BRI ATA.
PR Eic
BB
POBRIZ [\Hme NMREERZ 8
E L]

ronw  Mine NMREEST ‘J
AMAR

® Accession number
) Deposition code

| PoB a0 or kevword [8] (o)

MR > @@=
mETiR
22-0ct-2008
On October 22, 2009, PDBj main pages and deposition pages in “traditional Chinese”
have been released.
9-Oct-2009
©On Oclober 14, 2009 Ihc weekly data update Wlll ho made in principle, at 9:00 AM
(JST) of every . which 0 (UTC). This update is

simultanecusly made al every member of the wwPDB: HGSB PDE, PDBe, and PDBj.
2-Oct-2009

On October 14, 2009, we will start 1o use a new data viewer, PDB] Mine, which has

been recently developed by PDBj. Because PDBj Mine uses a relational database,

XPath/XQuery is not available. Our XML-based datab xPSSS, is still available for

another couple of months.

25-Sep-2009
The changes to the wwPDB FTP site has been announced as "The advisory notice”™ at
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On October 22, 2009, PDB] main pages and deposition pages in "traditional Chinese”
have been released.
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On October 14, 2008, we will start 1o use a new data viewer, PDB] Mine, which has
bean racently developed by PDB|. Because PDB] Mine uses a ralational database,
XPath/XQuery is not available. Our XML-based database, xPSSS, is still available for
another couple of months.
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The changes to the wwPDB FTP site has been announced as "The advisory notice” at
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On October 22, 2008, PDB| main pages and deposition pages in "traditional Chinese”
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The Number of Entries by Contributors to DDBJ Release
{1995/01-2010/03)

Rapid increase of gene information (from DDBJ).
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Different Growth of SDAS (Single-Domain Architecture)
and MDAS (Multi-Domain Architecture)

Michael Levitt, Nature of the protein universe.
Proc. Natl. Acad. Sci. USA (2009) 27, 11079-11084

The number of MDA families is growing rapidly with time,
the number of SDA families appears to be saturating.
Structural information is known for ¥ of sequence profiles.
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Fig. 1. As the NR database grows, the number of different multidomain architecture (MDA)
families found by CDART is increasing rapidly with year (Left) or added sequence (Right)

©2009 by National Academy of Sciences Levitt M PNAS 2009;106:11079-11084
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Hybrid-template Structural Modeling

Hybrid-Template Modeling
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Sequence alignment in FASTA format (1st sequence = template and 2nd sequence = query):
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Example: Vault by Kato et al. (2zuo, 2zv4, 2zv5)

CEY3T1 7T0Z.246 383.
ORIFx1 1.000000
ORI GHE 0. 000000
ARIFxS 0. 000000
ACALEL 0.0014z4
ACALE= 0. 000000
ACALES 0. 000000
ATOM 1) ¥ MET
ATOM 2| Ca MET
ATOM 3| C MET
ATOM 41 0O MET
ATOM a2l CB MET
ATOM 6| CG MET
ATOM 7 3D MET
ATOM d| CE MET
ATOM 9 N ALA
ATOM 10y Ca ALA
ATOM 11} C ALD
ATOM 1<) 0O ALY
ATOM 13) CB ALA
ATOM 14 N THRE
ATOM 15} Ca THR
ATOM la) C THE.
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Example: Vault by Kato et al. (2zuo, 2zv4, 2zv5)

HEADEH =TRUCTURAL PROTEIN 24-0CT-08  2ZU0

HHE THE =TRU RAT LIVER YAULT AT 3.5 AMNGSTROM RESOLUTION
=PLIT 2200 22v4 2ZYh
COM :

COMPMND 2 MOLECULE: MAJOR VaULT PROTEINM:

COMPMD 5 CHAINM: &, B, C, D, E, F, G, H, I, J. K, L, M;

COMPHD 4 SYMOWYM: MYP

=0URCE MOL_ID: 1:

sOURCE 2 ORGAMWIGM_SCIENTIFIC: RATTUS MORVEGICUS:

=OURCE 3 ORGAMIGM_COMMOM: RAT:

SOURCE 4 ORGAMISM_TAXID: 10116

SOURCE B TISSUE: LIVER

KEYWDE i REPEAT DOMAINS, PROTEIN-PROTEIM COMFLEX, CYTOPLASM,
KEYWD: 2 RIBOWUCLEOPROTEIN, STRUCTURAL PROTEIM

EXPDTA A-R&Y DIFFRACTION

AUTHOR B.KATO, Y. ZHOU, H, TANAKA, M. YADE.YAMASHITA, M. YOSHIMURA,
SUTHOR 2 T.TSUKIHARA

REYDAT 2  03-FEB-03 ZZUD 1 JRMNL

REYDAT 1 13-JAN-03 2210 I

JRNL AUTH  H. TANAKA, K. KATO.E.YAMASHITA, T.SUMIZAWA, Y. ZHOU,
JRNL AUTH 2 M.YAD. K. IWASAKT .M. YOSHIMURA, T. TsUK IHARA

JRNL TITL THE STRUCTURE OF RAT LIYER WAULT AT 3.5 ANGSTROM
JRNL TITL 2 RESOLUTION

JRML REF =CIENCE ¥. 323 384 2004

Ikl mrErel Tkl e Nl aaar




Example: Vault by Kato et al. (2zuo, 2zv4, 22v5)

PDB & LL ‘.‘-"-'-q\c.-kd_ kk _‘}:-,__ L'__\L'L_ ‘\. }t &E_M . . \;\FL —~ | 1 ‘:: k,,k k ._k J} \_k -
‘ﬂ"ﬁl g, J ‘_‘_,- L %5 L '\ . A 1 :\__ i e | 5 ’ r__k." L 5 K_ "~ ""'— ’ k al L t &,
English Stahst:cs Heip Contact Us
Home FDBj (Praotein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated toals,

in collaboration with the RCSB in USA and the PDBe in EU. PDBj is supported by JST-BIRD.

Data Deposition >>

ADIT: PDB Deposition
ADIT-NMR

Search >>

Search FDB
(Mine/xPSSS)

Latest Released Search
Sequence-Navigator
Structure-Navigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator

Search NMR Data
{BMRB)

Status Search

Service and Software >>
JjV: Graphic Viewer
Protein Globe
ASH
MAFFTash

Structure Prediction
>>

CRNPRED
Spanner
SFAS
Derived database >>
eF-site/eF-seek/eF-surf
eProts
ProMode
Molecule of the Month
Download >>

PDB Archive/Snapshot
Archive

Links

Mine

About PDBj Mine

Summary [2zuo
Y [ ] Update Information

Sumar!]' Structural Details

Experimental Details | Functional Details Sequence Neighbor || Download/Display || Link '

[ DB ID or keyword |3 ("search)

Structure Viewers
jV3/Jdmol
jV and Jmol require
Java(TM)Plug-in 1.5 or
later.

v
rotated about x by 90°
250X250 500X500

rotated about y by 90°
250X250 500X500

PDB ID 2zuo sequence information (FASTA format)

el DB format file
SPLIT PDB ID 2zvd, 2zvH
REL L 22V

Descriptor Major vault protein

Title The structure of rat liver vault at 3.5 angstrom
resolution
9 REPEAT DOMAINS, PROTEIN-PROTEIN

Functional Keywords COMPLEX, Cytoplasm, Ribonucleoprotein,
STRUCTURAL PROTEIN

Biological source Rattus norvegicus (rat)

Cellular location [UNP - MVP_RAT] Cytoplasm

Organ source [UNP - MVP_RAT] Lung

Total number of 13

polymer chains

Total molecular weight 1246973 (the details in Structural Details Page)

Kato, K., Zhou, Y., Tanaka, H. , Yao, M. , Yamashita,
E., Yoshimura, M., Tsukihara, T. (deposition date :
2008-10-24, release date : 2009-01-13)

Tanaka, H. , Kato, K. , Yamashita, E. , Sumizawa, T. ,
Zhou, Y., Yao, M. , lwasaki, K., Yoshimura, M. ,
Tsukihara, T.

The structure of rat liver vault at 3.5 angstrom
resolution

Science, 323:384 - 388, 2009.(PubMed :

19150846) (DOI: 10.1126/science.1164975)

X-RAY DIFFRACTION (3.5[A])

CATH,CE,FSSP, SCOP , VAST , UniProt { UNP -
Q62667 ) , eF-site

Authors

Primary citation

Experimental method

Other Database
Information




Get Entry Data from our browser

Access to http://www.pdbj.org/
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on 4 Aug.. 2010

ADIT: PDB Deposition F— B 00:00{UTC) / 02:00(JST)
ADIT-NMR
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Sequence-Navigator
Structure-Navigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator

Search NMR Data (BMRB)

Stalus Search
H—ERRYTFII7 >»>

JV: Graphic Viewer

PDB&SE s
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PDBH#R NMRF— % % ’J
BMAB

@ Accession number
© Deposition code
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Protein Globe e &R

ASH '_

MAFFTash

Structure Prediction >> Emﬁ
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et Entry Data from our browser

Access to http://www.pdbj.org/
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PDB;j

English

Home

Data Deposition >>

ADIT: PDB Depaosition
ADIT-NMR

Search =>>

Search PDB
(Mine/xPS5S5)

Latest Released Search
Sequence-MNavigator
Structure-MNavigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator

Search NMR Data
(BMRB)

Status Search
Service and Software >>
M Graphic Viewer
Protein Globe
ASH
MAFFTash
Structure Prediction >>
CRNPRED
Spanner
SFAS
Derived database >>
efF-site/eF-seek/eF-surf
eProts
ProMode
Molecule of the Manth

Download ==

PDB Archive/Snapshot
Archive

Links

PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,

Statistics Help Contact Us

in collaboration with the RCSB in USA and the PDBe in EU. PDB] is supported by JST-BIRD.

Mine

N —
[Surrlnary_J Structural Details

Str e Viewers
jV 2medmol require
Java(TM)Plug-in 1.5 or
later.

rotated about x by 90°
250X250 500X500

.';_,"-E-
et
-.a?«?;
rotated about y by 90°
250X250 500X500

Summary [12as]

Experimental

PDEB ID

Descriptor

Title

Functionai

Biological
Cellular lot

Total numl
polymer cl

Total mole

Authors

Primary cil

Experimen

Other Data
Informatioi

About PDBj Mine

Il InAats Infarmmatine

@http:f}'pdhjs:}_pruiein.usaka—u.ac.jp - xPS555 (xml-based Protein Structure Search Serv

JV version 3

Color: @Default O group O chain O atom

2] PP Lk iWindow started

Style: @ Default © Cartoon © Wireframe © CPE_ without water © CPK

o Ah-gobk
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English Statistics Help Contact Us
Home PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,

in collaboration with the RCSB in USA and the PDBe in EU. PDBj is supported by JST-BIRD.
Data Deposition >>

! e P8
ADIT: PDB Deposition Mne Summary [12as] About PDBj Mine
ADIT-NMR Update Information
Search >>
Search PDB Sunmari]' Structural Details Experimental Details | Functional Details Sequence Neighbor Download/Display || Link

(Mine/xPSSS)

Latest Released Search
Sequence-MNavigator
Structure-MNavigator

| PDB ID or Keyword --Gri ( search)

12as sequence information (FASTA format)

S?SAW_ : : e PDB ID (_-dcwnlnad PDBformatfiIe]
Ligand Binding Sites J
(GIRAF) Discrlitor ASPARAGINE SYNTHETASE, L-ASPARAGINE,
EM Navigator P ADENOSINE MONOPHOSPHATE
Search NMR Data
BMRB
(BMRE) K €0 REACTION: R00483 |
Status Search . Help
Service and Software >>
jV: Graphic Viewer Entry EOO483 _ React:o:’:.
Protein Globe Structure Viewers Seme  \L-hepartate:ammonia 1lgase (RMP-Torming)
ASH jV3me0| Definition|ATF + L-Aspartate + HNH3 <=> AMF + Py vopk‘o_-.pk“ate + L-Asparagine
MAFFTash J"'u" and Jmol require Equatien |COO000Z + CO004% + CO00L14 «<=»> COO020 + CO0013 + COO0L152
Java(TM)Plug-in 1.5 or i g
Structure Prediction >> later Ho” N o et
- WY 7 — ~ 7 &I
CRNPRED e .' - . A consz
Spanner = L = o 9
SFAS s H ';f o E: o E -:u""(u‘.“-"ﬂ'vl-"}-",]' : xt O b 3""‘".“,"“ -.i.‘f'“"lT'm‘ O-E—G—E-u
. ? R HJ'I'_.\UH Mt cooo14 do HJ)’ on M coooss
Derived database >> ; b2 £00020
eF-site/eF-seek/eF-surf rotated about x b'l.r' 90° RPair F?.P:”;-'-.-.‘.-.‘.'_'_\ai-“_?GGGj’JB_-CGGLEE main _
eProts 250X250 500X500 Pathway PATH: 1252 A_a:':'_:“.ela:‘.d a;pa:tate r:ngtabo-:sm
PATH: ) Cyanoamino acid metabolism
ProMode : PATH: Hitrogen metabolism
Molecule of the Manth i Enzyme £.31.1.1
Download == Ortholog |EO: EO1514 aspartate--ammonia ligase
[ LinkDB LAl DBs J
Eﬁﬁiﬂé‘:hwwsnapsm rotated about y by 90 - =
250X250 500X500 Original format
Links == Urigin r
DBGET integrated database retrieval system, GenomeMet




Summary for each PDBID

Amino acid sequence (FASTA)

PDBj

English

Home

Data Deposition >>
ADIT: PDB Deposition
ADIT-NMR

Search >>
Search PDB
(Mine/xPSSS)
Latest Released Search
Sequence-Navigator
Structure-Navigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator
Search NMR Data
(BMRB)

Status Search
Service and Software >>
JV: Graphic Viewer

Protein Globe
ASH
MAFFTash
Structure Prediction >>
CRNPRED
Spanner
SFAS
Derived database >>
eF-site/eF-seek/eF-surf
eProts
ProMode
Molecule of the Month

Download >>

PDB Archive/Snapshot
Archive

Links

PDBJ (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,
in collaboration with the RCSB in USA and the PDBe in EU. PDBj is supported by JST-BIRD.

Summary [1gof]

Statistics Help Contact Us

About PDBj Mine
Update Information

Experimental Details || Functional Details

Sequence Neighbor || Download/Display Link

ctional Keywords
iplogical source
Cégllular location

Structure Viewers tal number of
jV3/Jdmol olymer chains
jV and Jmal require Total molecular weight
Java(TM)Plug-in 1.5 or
later. Authors

citation

rotated about x by 90°
250X250 500X500

Experimental mei

Other Database
Information

rotated about y by 90°
250X250 500X500

[ PDB ID or keyword 14 ((search)

1gof sequence info
(a

on (FASTA format)
jownload PDB format file )

GALACTOSE OXIDASE (E.C.1.1.3.9) (PH 4.5)

NOVEL THIOETHER BOND REVEALED BY A 1.7

ANGSTROMS CRYSTAL STRUCTURE OF

GALACTOSE OXIDASE

OXIDOREDUCTASE(OXYGEN(A))

Hypomyces rosellus

[UNP - GAOA_DACDE] Secreted

1

68785.9 (the details in Structural Details Page)

Ito, N., Phillips, S.E.V. , Knowles, P.F. (deposition
date : 1993-09-30, release date : 1994-01-31)

Ito, N., Phillips, S.E., Stevens, C., Ogel, ZB.,
McPherson, M.J. , Keen, J.N., Yadav, K.D., Knowles,
P.F:

Novel thicether bond revealed by a 1.7 A crystal
structure of galactose oxidase.

Nature, 350:87 - 90, 1991.(PubMed : 2002850) (DOI:
10.1038/350087a0)

X-RAY DIFFRAGTION (1.7[A])

CATH, CE.FSSP, SCOP, VAST , UniPy
1745 ) , eF-site =30 ), E2CatDB

[l

O OO ftp: ftp.pdbj.org/XML/pdbmIplus/fasta_seq_data/ 1gof_seq.txt

@ ftp:/ /ftp.pdbj.org/XML/pdbmiplus 2 Q- Google

>1GOFA:GALACTOSE OXIDASE
ASAPIGSAISRNNWAVTCDSAQSGNECNKATDGNKDTFWHTFYGANGDPKPPHTYTIDMK
TTONVNGLSMLPRODGNONGWIGRHEVYLSSDGTNWGSPVASGSWFADSTTKY SNFETRP
ARYVRLVAITEANGQPWTSIAEINVFQASSYTAPQPGLGRWGPTIDLEIVEARMAIEFTS
GRVLMWSSYRNDAFGGSPGGITLTSSWDPSTGIVSDRTVTVTKHDMFCPGI SMDGNGQIV
VIGGNDAKKTSLYDSSSDSWIPGPDMOVARGYOSSATMSDGRVETIGGSWSGGVFEKNGE
VYSPSSKTWISLENAKVNEPMLTADKQGLYRSDNHAWLFGWKKGSVFQAGPSTAMNWYYTS
(GSGDVKSAGKRQSNRGVAPDAMCGNAVMYDAVKGKILTFGGSPDYQDSDATTNAHIITLG
EPGTSPNTVFASNGLYFARTFHTSVVLPDGSTFITGGORRGI PFEDSTPVFTPEIYVEEQ
DTFYKONPNSIVRVYHSISLLLPDGRVFNGGGGLCGDCTTNHFDAQIFTPNYLYNSNGNL
ATRPKITRTSTQSVKVGGRITISTDSSISKASLIRYGTATHTVNTDORRIPLTLTNNGGN
SYSFQVPSDSGVALPGYWMLFVMNSAGVPSVASTIRVTQ

—///-P

Graphic viewer: jV
http://www.pdbj.org/jV/

aXala)

ok

Stke: @ Default

POy Mise Search PDEI V3 (Applel-Launchen

IV vcrsion 3 | Applet Launcher vervion 48]

CPK

Cantoan ) Wireframe DCPK_withoul_waler

or: @ Default O growp chain alom

AF_sitaSeructurg Lgol-A

Igof-A

& Delaul O CPK O Defauh

Functiomal site

1 Proton accepior
Sudss-Prog : |

i

Molecular surface DB: eF-site
http://ef-site.hgc.jp/eF-site/




Graphic viewer: JV version 3.8
Download from http://www.pdbj.org/jV/

TOP DOWNLOAD Help Links  Acknowledgement

PDBj JV version 3

Prodvia Data Mok Japan

JV version 3 (formerly known as PDBjViewer) is a program to display molecular
graphics of proteins and nucleic acids. JV supports the following features:
* V can read and display PDBML files, the canonical XML format for the
Protein Data Bank.
» Of course, jV can read and display the traditional PDB format files. too.
» RasMol-like usability.
* V can process more than one molecules.
= iV can display polygons specified by XML, (XML Schema for polygons is
available )

*  Multiple polygons can be processed simultaneously, and be superimposed onto
molecular images.

* Animation can be realized.

* iV runs on the Java Runtime Environment (JRE) so that it can work as a stand-
alone application as well as an applet.

*» The graphics of |V is based on OpenGL (JOGL). thereby producing fairly
beautiful pictures.

Download |}




Development of other Databases and Services

DBj Protein Globe (pre-beta) PDBj GIRAF (betdversion 3) ; N 4 ‘g.a
[Electron Microscopy ‘Navigator

graphical user interface (GUT) 10 the PDB] databasé. (Descrigtion | Tutaciall Similarity Search for Ligand Binding Sites at Atomic Resolution [Help)

PO > EM Mavigator - Top Page
Keyword / ID Search

om0 )

) Nole: This service is currently under develapment,
Farsss ) Segnan ) “strucvat ) Ceroume () (5000 CoaTi ) Creser

U epB e en Given o query protein stscure. GIRAF scarches tor ligand bendeng sites in the PLYB thist are strucoarally similar o substnacrures of the guery. W | L
i As aquery. you can specify o PO [0 or uplead your own PDB-formaied file. For moee mformation, please refer 1o the belp page. eywords: Lo

GIRAF query upload i, —

Input PDR I
ar ipload o PDB file: (F77RRRI) 270l Tuksth
Chan IDs foptiosalic di foomma-scparated maliple 10 [e.g., "A B*] or "all” are allowed )

f our el wddress (opticnal):

[

((sub

DB version: 2008-06-13 (186485 hgand budmng sifes)

Lt 1 oo i | )
References EMD8-ID: 1132
About This Site
1. Similarity searc ¢ darahase nun

Hews

Kinjo, A, R : Nakamura, H. BIOPHYSICS 3 the method |

9 2. Comprehensive structaral classification of ligand bindmg motifs i proeins & This e 5 cumently under Construcition. Please contact Us i you have probism, Question, or SURRESEanN,
Kinjo, A. - Nakamua, H. Steuctuve (in press) [for the Mentification of sirucoaral motifs] * 200T-06-15. Fluwplaver verson uvpped. The button to open the ful screen mode i scded on the rght sormer of mavie controles.

Progsein Doty Bonk Japan 2008-11-24

Protein Folds Browser, (I‘;'FSR?:BIQCI i-n% Site Search, Electron Microscopy Navigator,
Protein Globe (Kinjo & Standley) (Kinjo EM-Navi (Suzuki)

i 5 P Database of normal mode analysis of proteins
electrostatie surface of Funectional-site PDB' =
e . o Navigation Japanese

About eF-site | Refsrancez | Links | Ackr | Fesdback

-
i = e e T B PDBJ ‘P'ro, I\.ﬂ'l Ode Enter PDR id: Chain: || Seareh )
e -s Ite = x Search along the SCOP classification, | Enter )

B Dl Na. of protein chains available: 2806
ABOUT eF-seek:

Molecular function of proteins are determined
by their three dimensional structures, thus the
similarity of protein structure can give some clues to
infer their functions. In many cases, the molecular

+ Proteins in the Database

175033 Entries, Last Update: 20-Aug-2005

P i or PO id + Chain name

Dynamics data of protein
)
{ Quick Search )

abtained by
narmal mode analysis are
collected. An animation of the
narmal mode vibrations can

+ Prateins(Oligemer) In the Database

I syword Search Catagory Search function are begun with the molecular interaction LA I I HD ?f.if"',?.*.“}?,“.ﬂf.'!.f- it and
+ Artibody with srmall rnolecules (ligands). eF-seekis a weh + About Javh Plug-in :,',‘;‘,’,"{}‘,‘,‘,“,ﬂ,‘f{f,f,,’[}“,ﬂﬁ;’
L1POB code oty @and Oor i F'_f'5m‘_\ server to search for the similar ligand hinding sites + Haw o link to & page analysis are also displayed
= Activé Site for the uploaded coordinate file with POB format. G e L, L2 :I;T,E"‘i:r:ﬁ\:?rahmnﬁImlﬂ
: m:l"'l:tl::’":ﬂ The representative binding sites in eE-site database o Links anzggq&w:;mfaﬁn'gﬂee;r IEL:TQ
LA are search by our own algorithm based on the clique + Contack Us example, Muctuotions of atom

=earch algorithm pesitions, fluctuations of
Examples of molecular surface B dihedral anglr.w: and
carrelations bebween atemic movements, are akso given

graphically.

+ Gallery(Comparison between proteins | Referance:
in the same superfamily)

+ Saftwara & Data Downioad [

Tug-EF

irosh| Wako, Masaki Kato and Shigeru Endo,
ProMade: a database of narmal mode analyses on protein

Submission STEP-1:
Specify a PDB format file: |

TupG Thug- A

E-mail address

| Protein Dynamics Database,

|
Keyword: *1 | |
|

Protein Molecular Surface ' ProMode (Wako & Endo)

Da_taba§e, eF-site Search for Similar Surface, eF-
(Kinoshita & Nakamura) seek (Kinoshita & Nakamura)

Title: {optional)
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Sequence Navigator

About Sequence Navigator
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Structure Navigator

Protein Structure Search Engine

About Structure Navigator

Structure Navigator (Opal-OF)
Chain A irequined)

FOE Code: o8

POE File:

2 rwtum e-mael {addrens 3 Clwturn wess
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] Find 41 Frottae
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Homolog protein search,

Sequence Navigator
(Standley)

Similar fold search,

Structure Navigator
(Standley & Toh)

MAFFTash

alignment of multiple sequences and structures

Paste year saquanges and PO 105 (pus chain 108 e Fuampla

st help picking FUS ID8F Use Prig-SAFE Tash,

OF uplnad 2 file (Z7AAERR) 7 74 LEL, TOREA
amail asdress | " (e
(Submsit ) (Clear Farm )

PDBj dboun MAFFTash send feedback

PDB;j

S oprofs #° sy A %ﬁ 8,

Unginal eProts
.. Encyclopedia of Protein Sfrucfures

entative)

= TTYEDS

Comments
e
Exismal Links Lapanese version:cProts

S— eProtS: Encyclopedia of Protein Structures

“The eProiS, Encyclopedia of Protein Structure. is a dictionary with pictures of the protein threc-dimensional strucures, for
understanding the fertary structures and the biological functions for several selected protein molecules thit are particularly
important for biology. This Web site can be prepared for non-specialiss of protein structures. When the moleculargraphics
software, PDB]Viewer, is available in your hardware system, you may be able to manipulate the proiein molecules on the display
interactively by mouse.(IE $.0or later) or NN 60(or later) are recommended.)
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