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Welcome§go the Worldwide Protein DagaiBank

Home  wwPDB Agreement | Statistics FAQ | News | Contact Us

Access the PDB FTP:
The Worldwide Protein Data Bank (wwPDB) consists of organizations that act as deposition,
i ] | data processing and distribution centers for PDB data. The founding members are RCSE PDB
It | (usaA), PDBe (Europe) and PDBj (Japan)'. The BMRE (USA) group joined the wwPDB in 2006.
The mission of the wwPDB is to maintain a single Protein Data Bank Archive of

Chemical EE"'IIJI'E"EM macromolecular structural data that is freely and publicly available to the global community.
ictionary

Deposit Data to the PDB:
RCSE PDE PDBe
PDEBj EMRB

Search for Structures: 18-February-2010
RCSE PDB PDBe Changes to the wwPDB Policy for Depositing Polypeptide Structures

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

PDBj EMRB The wwPDB now accepts polypeptide structure depositions of all gene products; all

- naturally-occuring, non-ribosomally synthesized peptides, such as antibiotics; and all

PDB Archive Snapshots: peptidic repeat units of larger polymers, such as fibrous and amyloid polymers. In addition,
RCSBE PDB PDBj non-naturally eccurring synthetic peptides with at least 24 residues will be accepted for

deposition.

Instructions to Journals

Consistent with earlier policy, depositions of polynucleotide and polysaccharide structures

of 4 or more residues are also accepted. For more information, see the wwPDE Policy

Format Guide at http://www.wwpdb.org/policy.html.

Documentation

Annotation and Policies 2-February-2010

Workshops wwPDB FTP Advisory Notice

X-ray Validation The PDB archive can be accessed at FTP sites at the RCSB PDB, FDBe, and PDBj. The
update schedules for these sites have been coordinated to be simultanecus. All updat
now occur at the target time of Wednesday 00:00 UTC (Coordinated Universal Time).
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NPOEBAE: wwPDB Foundation M%7 (2010F28)

Worldwide
Protein Data Bank

Foundation
o Home View Edit
o Meeting Minutes
e PDB Journal - = at
o Corporation
e Fundraising :
AR Helen Berman Fresident
o PDB 40 Stephen Burley Chairman of the Board
¢ Letterhead & Logo Gerard Kleywegt Vice President
o Logout

John Markley
Haruki Nakamura

Martha Quesada

Vice President
Vice President

Executive Director
Secretary
Treasurer




W O RLDWIDE

PDB

PROTEIN DATA BANK

A Special Symposium
Celebrating the 40t
Anniversary

of the

PROTEIN
DATA BANK

October 28 - 30, 2011
Cold Spring Harbor Laboratory

Meeting information, sponsors, and registration:
meetings.cshl.edu/meetings/pdb40.shtml

Confirmed Speakers

* Cheryl Arrowsmith, University of Toronto, Canada
* David Baker, University of Washington
e Ad Bax, NIH/DHHS/NIDDK/LCP
» Axel Brunger, Stanford University/ HHMI
* Stephen K. Burley, Eli Lilly & Co.
* Wah Chiu, Baylor College of Medicine
» Angela Gronenborn, University of Pittsburgh
* Richard Henderson, MRC Laboratory of
Molecular Biology, United Kingdom
* Wayne Hendrickson, Columbia University
* Mei Hong, Iowa State University
* So Iwata, Imperial College London, United Kingdom
* Louise Johnson, University of Oxford, United Kingdom
* T. Alwyn Jones, University of Uppsala, Sweden
* Brian Matthews, University of Oregon
e Jane Richardson, Duke University Medical Center
» Michael Rossmann, Purdue University
* Andrej Sali, University of California, San Francisco
* David Searls, Independent Consultant
* Susan Taylor, University of California, San Diego
* Janet Thornton, EMBL, Hinxton, United Kingdom
 Soichi Wakatsuki, Institute of Materials
Structure Science, Japan
* Kurt Wiithrich, The Scripps Research Institute, ETH
Ziurich
e Ada Yonath, Weizmann Institute, Israel




PDBj & wwPDBIZH+5T—2 &R E

Total 73.503 data on 1 June, 2011
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PDBj

Summary for each PDBID

Amino acid sequence (FASTA)

English

Home

Data Deposition »>
ADIT: PDB Deposition
ADIT-NMR

Search >>

Search PDB
(Mine/xPSSS)

Latest Released Search
Sequence-Navigator
Structure-Mavigator
SeSAW

Ligand Binding Sites
(GIRAF)
EM MNavigator
Search NMR Data (BMRB)
Status Search
Service and Software »>
JjV: Graphic Viewer
Protein Globe
ASH
MAFFTash
SEALA
Structure Prediction ==
CRNPRED
Spanner
SFAS
Derived database >>
eF-site/eF-seek/e F-surf
eProtS
FroMade

Statistics Help FAQ Contact Us

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

Mine

~
[SIIIIIEI’Y) Structural Details || Experimental Details

Summary [1gof]

Functional Details

About PDBj Mine
Update Information

Sequence Meighbor Download/Display | External DB

FDB ID or Keyword -

PDBID
Descriptor

Title

Functional Keywords
Biological source
Cellular location

Total number of
polymer chains

no rotation) More images.. Total molecular weight

Structure Viewers Authors
jV3 / Jmol
(j¥3 al quire
JavalTM)Plug-in 1.5 or later.)

rimary citation

Other Database
Information

1gof sequence information (FASTA fma 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 - Q01745] Secreted

68785.9 (the details in Structural Details Page)

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

lto, N. , Phillips, S.E. , Stevens, C., Ogel, ZB. , McPhersen, M.J. ,
Keen, J.N. | Yadav, KD. | Knowles, P.F.

MNovel thioether bond revealed by a 1.7 A crystal structure of galactose
oxidase.

Mature, 350:87 - 80, 1991.(Publded : 2002850) (DOI:
10.1038/350087a0)

JX-RAY DIFFRACTION ( 1.7[A] )

CATH , CE , FSSP , SCOP , VAST , UniProt ( Q01745 ) , eF-site ,
KEGG ( EC 1.1.3.9), EzCatDB , PISA, PQS

/

A O O fip://frp.pdbj.org/XML/pdbmiplus /fasta_seq_data/1gof_seq.txt
¢ 3 fip:/ /ftp.pdbj.org/ XML/ pdbmiplus s Q-

>1GOFA: GALACTOSE OXIDASE
AISRNNWAVTCDSAQSGNECNKAIDGNKDTFWHT
YGLSMLPRODGNONGWIGRHEVYLSSDGTNWGSPV)
ARYVRLVAITEANGOPWTSIAEINVFQASSYTAPQPGLGRWGPTIDLP IVPAAAR.
GRVLMWSSYRNDAFGGSPGGITLTSSWDPSTGIVSDRTVTIVTKHDMFCPGISMDGNGOIV
VTGGNDAKKTSLYDSSSDSWIPGPDMQVARGY 0SSATMSDGRVFTIGGSWSGGVFEKNGE
VYSPSSKTWISLENAKVNPMLTADKQGLYRSDNHAWLFGWKKGSVFQAGPSTAMNWYYTS
GSGDVKSAGKROSNRGVAPDAMCGNAVMYDAVKGKILTFGASPDYQDSDATTNAHI ITLG
EPGTSPNTVFASNGLYFARTFHTSVVLPDGSTFITGGQRRGIPFEDSTPVFTPEIYVPEQ
DTFYKQNPNSIVRVYHS ISLLLPDGRVFNGGGGLCGDCTTNHFDAQIFTPNYLYNSNGNL
ATRPKITRTSTQSVKVGGRITISTDSSISKASLIRYGTATHTVNTDQRRIPLTLTNNGGN
SYSFQVPSDSGVALPGYWMLFVMNSAGVESVASTIRVTQ

FYGANGDPKPPHTYTIDMK

PDEj Mine (Search PDB) JV3 (Applet-Launcher)

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

Appiat Launcher version (§]

V version 3

Style: @ Default O Canoon () Wireframe

Color: @Default Ogroup O chain atom

‘Shaw command area)

JCPK_without_water (

CPK

ef-site/Structure 1gof-A

lgof-A

@ Default O CPK O Default without hetero atoms

Functional site  focus & details
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5 I - (¢ source  Swiss-Prot: |
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o I -
on) (off
o) (off
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Molecular surface DB:

eF-site

http://ef-site.hgc.jp/eF-site/
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