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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 MSD-EBI in EU. PDBj Is

Data Deposition >> supported by JST-BIRD.
ADIT: PDB Deposition Deposition
ADIT-NMR

Search >> Data Deposition Information == 4
Search PDB (xPSSS) epl'ots
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‘ Search NMR Data (BMRB)
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jV: Graphic Viewer
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Derived database >>

eF-site/eF-seek/eF-surf Go i i
eProts (Go’
ProMode Advanced Search >>
Molecule of the Month

Download >> What's new

FTP Archive/rsync Service
2-Apr-2008
About Remediation Data The articles of "Molecule of the Month: MOM", which are produced by Dr. David S.
Links Goodsell and appear at the RCSB-PDB Web pages, are translated into Japanese by the
PDB;j staff and are open here.
20-Dec-2007
Data download service via rsync is started.
12-Dec-2007

Effective February 1, 2008, structure factor amplitudes/intensities (for crystal structures)
Protein Data Bank Japan

and restraints (for NMR structures) will be a mandatory requirement for PDB depaosition.
=== more
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PDBj members at IPR, Osaka Univ.
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Access the PDB FTP:

The Woarldwide Protein Data Bank (wwFDB) consists of arganizations that act as deposition,
RCSB PDB

data processing and distnbution centers for PDE data. The founding members are RCSB

H ] H A Bl - H qie ] ann HiH =lat=1d e H il H O mrnl i lndnen the

wanP DB in 2006, The mission of the wwPDE 15 to maintain a single Protein Data Bank
HIGIRL Archive of macromolecular structural data that is freely and publicly available to the global

Deposit Data to the PDB: community.

ateietid  This site provides information about services provided by the individual member arganizations
and about projects undertaken by the wwPDE.

22-January-2008
BMRB

Search wwPDB Websites: Time-stamped Copies of PDB Archive Available viaFTP

AERFOI ROREE DU A time-stamped snapshot of the PDE archive (ftp:/fp.wwpdb.org) as of January 7, 2005
T 1=, k100 E: N |has been added to ftp://'snapshots.rcsh.org’.

-
=
Ao

LRI | Snapshots of the PDE have been archived annually since 2004. It is hoped that these
e iR [snapshots will provide readily identifiable data sets for research on the FDB archive.

PDB Archive Snapshots The script at ftp://'snapshots.resh.org/rsyncSnapshots.sh may be used to make a local
PDB Remediation copy of & snapshot or sections of the snapshat.

PR (The directory 20080107 includes the 48,161 experimentally-determined coordinate files that
were current as of January 7, 2003, Coordinate data are available in PDE, mmCIF, and XML

ferrmate Tha A=ata and ieea ctarmr aF aarcb fila ibrdic=atas tha |20 10 Yo fila vees e Feadifiad

Chemical Component



International collaboration
In wwPDB

1) Curation, data processing, and
registration are made by all the
members, collaborating with each other.

2) We have a single data archive, which is
looked after by one “archive keeper (RCSB)”.

3) Data format and new descriptions will be discussed
among the members.

4) Members are encouraged to develop their own
browsers, viewers, and other APIs and services.

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



Worldwide Protein Data Bank
www.wwpdb.org
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Processed data numbers at PDB]
Total 51,155 on June 4, 2008
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We process 25-30 % deposited data of the entire world, mainly
from Asian and Oceania regions




wwPDB FTP Traffic

* Approximately 6,235,000 files were downloaded
In June 2007 (RCSB PDB, EBI-MSD, and PDBj)



How are the data qualities kept?

e Quality of each structure Is strictly examined
when deposited. Both the depositor himself/herself
and our primary annotators examine it. Without
the approval, the PDBID cannot be authorized.

e Experimental information (Structure Factors/
Distance Restraints) are mandatory to be

deposited together with the atom coordinates from
February 15t, 2008.



. . | .|.‘_ 3 "‘{_Jl-vt—'h_ = ( '!-?_ "‘""‘1I- Ihh"-.. k. i ‘L:l‘h-.. o -\K_L N, i? """-..'.- L__ % ~.~= < L :‘}‘_‘ - 1“;‘: 15(
B]?BJ? Lol Gk HR --~-.._(‘”'x b, F [ wh O T AL A T O
English Chinese ~IF BREbaht
P g e BxZEQ8#E57 —2 1 2(PDE; Protein Data Bank Japan)ld. JST-BIRDOZEIEES+. kE wortowine
Lo RCSBE LUEMNERIC L T EESH TOSH#EET — o~ AEERN ke nicr—n17 | @ie D ER
F—L2E5F = FLTHEET 2S00 R ERET Y — I EREL TEYES, S R

ADIT: PDE Deposition TR
ADIT-NMR
s > ; o
PDBEF [t D

Search PDE (#F555)
SEfuUEnCce-Navigator
structure-Mavigator
EM Mavigator

Search MMRE Data
(EMREE)

Status Search
V2BV F
Frotein Globe
A5H
M Graphic Wiewer
ETF—H<—2 >>
eF-sitefeF-seekieF-surf
eProts
Prokode
) O—F »=
FTF Archivedrsync
SEMYiCE

EiFr—2IconWT
1).,9%

¥

FDB

AT TR ¥R
20081110

F+iaFrE)
2007112720

. rPS

Nirucmre

‘RT3 ROCEA =~

red Profeim
Yoarch ¥ervce

@ PDB ID © Keywords

|

FHlsctties ==

NMRF —2Z§%

E
r

B

iR

NMRF — &8s i.i
BMARB

& Accession number
O Deposition code

reynclC L BPDET —4 Ao O —Fo —E s E LI,

|

2008 3H3H L, POBESE ARAF P&/ 2—THIE ZLET. [HHRL

Profe_ln
Giobe

COECLS>

Databaii Cadlnr 27 Lifs B

ltb Tanpaku,0fg

Maticmal r"u..l_i:'l\.l
ol Protein Structaral

vl Fumetional Aavlyos




Ly S ’t_"" I ' i 8 i O i . L - ¥ i L
AT L & Wy 4 e LIh x_;.ju g
'l":.]?wﬁ.lt " - j.;_ HLA,_ “ =:"“'* -'~-_._""'\. a“ ‘E‘: » r - t_; . - % A .LL“ L_t"’" 'al'l' r . “1:
English Chinese s v JiaF'nEJL‘-‘&bﬁ
e g BEEQE#EST -2 0(PDB]._Protein Data Bank Japan)ld., JST-BIRDDEHEEEAT, KE | wo rrpw o s
Lo RCSEE LUBMMERI- L T, EESH FOU s — o~ SERE TH—{ e hier—n17 | e LD S
T—REH > FLTOEET AEEDIC, e AERHT Y —IEREL TRV ET, i
ADIT: PDE Deposition TR S
ADIT-NMR 27\
ﬁﬁ i e i @deé@
Search PDB (*PSSS) PDBER [ ks NMRT—%25  BRNIR e clopciia 5
Sequence-Navigator Ry —2EHOFEN -~ Protein Structures
structure-Mavigator :
EM Mavigator e
search MMRE Data #
(BMRE) Protein
Status Search DB#S  JC CPSS _ NMRF — &85 i.‘ Globe
A7 > Sirncinre BMAE <
s @ PDBID O Keywords @ Accession number
ASH

O Deposition code []B[:I. 3

M Graphic Wiewer

. Databaii Cadlnr 27 Lifs B

METF—H<—2 >

eF-site/eF-seekieF-surf SHlsEitiesE > @ Tanpaku,ofg

eProts — -

Promoge RtEE [ Bl i o ‘

aridd Fumetional |"'|.|'III|I\":1|:>|

H71.0—F »> 20081 M0

FTP Archive/rsync 2008F3H3HE. PDERBEE AR AFEY BT 2—THELTLET, ([HFELA

SErICE &Eiﬁlﬂj
BIET —2cDhT 2007112420

)% reyncl_ L BPDEF — oA o—Ft —E 2FshE L,



Graphic viewer: jV version 3.5
Access to http://www.pdbj.org/jV/

TOP DOWNLOAD Help Links  Acknowledgement

DBj jV version 3

Proavin Data Mok Jepan

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, |V 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 applel,

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

Download |




PDBj p;otein Globe (pre-beta) P rOtei n G IObe

A graphical user interface (GUI) to the PDBj database. [Description | Tutorial]

9 <6 a http://www.pdbj.org/Globe/ By Akira Kinjo &

"xpsss ) ((Seqnavi ) (StructNavi ) ((eF-site ) (v ) ('scop ) ((caTH ) (reser

PDB ID: 3 Daron Standley
¥ W 1. globe.xmlg Chain: B_
Domain: o
z Z 2. latlong.xml.y || .
| wP555
z Z 3. cartoons.xm ||
™ W 4. sphere0.xm
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In PDB:
¥ w4
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Welcome to PCBj Globe!
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1 Atom Selected.
v
Atom: 1d13 1647 Group: sco 1647 Chain: B Model: 0 File: 1
V=




A http://133.1.158.159 — EDM (Electron Densit... [ |[0)X]

Options for Electron Density Map (EDM)

Type of the map
& contour tmesh
Oizo surface

Map postiion

® atom nearest to the center of the map

Chain Residue Atom

O Atom ID: ] | | [
{wou can select by clicking in the wewer)

O coordinates: (;; 3;" z_ j
mappedare [0 |4

(thiz 1s the length of edge of a cube)
contour level: i1 - -g
color Roo | gio  Jefto |

izosurface tranceparency level: 0.5

[ submit Hreset]

R &) - TENELE ® (A-2ub

jV version 3




Additional Information in our XML databse:

PDBMLplus

Total number in PDBMLplus 51,155
GO Information

o . 20,186
(Biological Process, Molecular Function, Cellular Component)
Extracted from Literatures by Annotators 19,697
Information of binding site residues from HETATM 28,143
Function Information from Uni-Prot
(ACT_SITE, BINDING, DNA_BIND, NP_BIND, ZN_FING, 27,573
TRANSMEM)
Function Information from CATRES/extCATRES- 2,621
EBI-CSA-EBI- 18,578
Primary Citation Information 45,268

(as of June 4, 2008)




evelopment

of other Databases and Services

eF-site

electrostatic surface of Functional-site

About eF-site | Referencez | Links | Acknowledgements | Feedback
175033 Entrles, Last Update: 20-Aug-2005

IKeyword Search Catagory Ssarch

+ Anlibody
LIPOB code only  Eand Oor » Eresite

. = Active Site
Sewch || Hecnl

+ Membrang
+ Binding Site

Examples of molecular surface

ug-EF

TupG Tt

THupe ABGEF

TOP Help FAQ References Links

e F'Sﬂﬂk
ABOQUT eF-seek:

Molecular funetion of proteins are determined
by their three dimensional structures, thus the
similarity of protein structure can give some clues to
infer their functions. In mary cases, the maolecular
function are begun with the malecular interaction
with small molecules (ligands). eF-seekis a weh
server to search for the similar ligand binding sites
for the uploaded coordinate file with PDB format.
The representative binding sites in gE-site database
are search by our own algorithm based on the clique
zearch algorithrm

PDBj

S e e

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

E-mail address

|
Keyword: *1 | |
Title: {optional} |

Enter EDE id: | Chaire | _Search

Search along the SCOP classfication. _Enter

ProMode

Database of normal mode analysis of proteins

Dynamics data of
protein 30 structures
obtained by normal mode
analysis are collected, &n
animation of the normal
mode vibrations can be
played with a plug-in,
Chime. Dynamic domains
and their mutual screw
motions defined in the
normal mode analysis
are also displayed with ¥
Chime, Dynamical properties for each normal
mode vibration and their time averages over all
modes, for example, fluctuations of atom
positions, fluctuations of dihedral angles, and
correlations between atomic movements, are also
glven graphically.

== Havigation
+ What is ProMode?

+ Proteins in the Database
+ About Chime Plug-in

+ About Java Plug-in

+ Contact Us

(Latest update 2004,02.25)

Copyright @ WASEDA Univ,Japan. All rights reserved. Email: promode@listwasedap

Protein Molecular Surface
Database, eF-site
(Kinoshita & Nakamura,)

Search for Similar Surface,
eF-seek (Kinoshita & Nakamura)

EM Navigator
eProtS ry
P | > EM Mavigator - Ton Pagn
. #95 Keyword / ID Search
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©Prof§ # >3 T % g
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313 I
w Encyclopedia of Prote!n Structures o EMDB-10- i
iy
W 5 mﬁ, 55 Move Sts [TTJ
I
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Sk eProtS: Encyclopedia of Protein Structures
e The ePmas, Encyclopedia of Protcin Saucrare, is a dactionary with pactures of the peotein thice dimessional strucnszes, for
- understanding the tertizy structures and the biological fanctions for several sehected proscin mokecides that are particularly =
immportast for biolagy. This Web site can be prcpared for nn-speciality of prodein stractires. Whe the molorubirgraphics 2
Mecemt Charges  softw ace, PDBViewer, is available in your hardwase sysen, you may be able to masipalate the peolcin meleciiles om e display About This Site
ad imleractively by o (IE S ot kaer) or NN 1ot ber) are recommesdel ) eors
. Table of Contents = This e is cuently under construcition. Pleass CONtAct us if you have roblem, queston. of SUEgRStion.
* J007-06-15. Figwnplayer version upoed. The button to apen the full scresn mode & added on the right comar of movie controlier,

Encyclopedia of Protein
Structures, eProtS
(Kinjyo, Kudo, & Ito)

Electron Microscopy Navigator,
EM-Navi (Suzuki)

Protein Dynamics Database,
ProMode
(Wako & Endo)

BMRB > ™
BioMa gResBank.~ g
A ’IFC"N')‘ for Duta from NMR ‘x"t“(ow

o Protint, Paptides, and Nuciss

Deparmaent of Bachemiitry
Uriverity of Wiscomn-Madeon

Bislogical macromalecuim.
NMR spectral parameters
Kinatics
Thermodynamics

Structure

" O N N Gy f Mt am ackBTions e
s revewed past upport from the (LS Department of
ol AR codatorates with the &

Biological macromelecules | NMR sbectral carametars | Kinetics | Thermodvnamics | Strstuns

BioMagResBank-NMR
experimental data
(Akutsu, Harano & Nakatani)




