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OBAMA ADMINISTRATION UNVEILS “BIG DATA" INITIATIVE:
ANNOUNCES $200 MILLION IN NEW R&D INVESTMENTS

Aiming to make the most of the fast-growing volume of digital data, the Obama
Administration today announced a “Big Data Research and Development Initiative.” By
improving our ability to extract knowledge and insights from large and complex
collections of digital data, the initiative promises to help solve some the Nation's most
pressing challenges.

To launch the initiative, six Federal departments and agencies today announced more
than $200 million in new commitments that, together, promise to greatly improve the
tools and techniques needed to access, organize, and glean discoveries from huge
volumes of digital data.

NIH is particularly interested in imaging, molecular,

Advance state-of-the-art core
technologies needed to collect,
store, preserve, manage,
analyze, and share huge
guantities of data.

Harness these technologies to
accelerate the pace of discovery
in science and engineering,
strengthen our national security,
and transform teaching and
learning; and

Expand the workforce needed to
develop and use Big Data
technologies.

cellular, electrophysiological,

chemical, behavioral, epidemiological, clinical, and other data sets related to

health and disease.

(In the life-science fields, Genome data, Image data, and Medical data are
typical Big Data. For example, 200 TB Data in “1000 Genomes Project” will be

released from Amazon Web Services, AWS).
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Paradigm In Science
EXperiment, he()ry : L Sir Isaac Newton

Third Paradigm:
Computational Science

10 PF (ZR)

16 — 20 PF |,
(Sequoia)

Fourth Paradigm:
Data-intensive Science

Wisdom :
Knowledge DIKW pyramld :
Information (J. Rowley: The wisdom hierarchy,
Data 2007)
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“The Fourth Paradigm: Data-intensive Scientific Discovery”

James P. Collins, SCIENCE 327, 19 MARCH 2010, page 1455

Researchers in genomics, astronomy, and many other active areas of
science face a different challenge: Gathering data is so easy and quick
that it exceeds our capacity to validate, analyze, visualize, store, and
curate the information. The Fourth Paradigm addresses this challenge -

and the opportunity it presents.

What Super-Computer
IS expected for the big-
data era?

GORDON: Designed for data-intensive
study to store 100,000 entire humen
genomes in flash memory by Appro &
SDSC using Intel Xeon E5 (Sandy Bridge)
f 16384 cores, 341 TF, 64 TB DRAM,
#3000 TB Flash Memory, 4 PB HDD,

At SDSC by Prof. Hideo Matsuda (Osaka Univ.) QDR InfiniBand, 3D Torus interconnect




Integration of DBs for Data-intensive Science
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» Projects and Activities
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! Organization

| National Bioscience Database Center (NBDC) | —

Director-Qenerai Michio Oishi PhO.
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Department of Planning
ana Management

1 Research Advivor
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About the Director-General (Michio Oishi, Ph.D.)
=

=2
Education :
1958 B. S. Dept. of Biology, Faculty of Sciences, The University of Tokyo
1963 Ph.D. Dept. of Biochemistry and Biophysics, Faculty of sciences, The University of Tokyo
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“*Semantic Web” for constructing DIKW pyramid.

Linked Data — Connect Distributed Data across the Web
http://linkeddata.org

by Cyganiak & Jentzsch

Linking Open Data Cloud Diagram
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Organization of National Bioscience
Database Center (NBDC)

CSTP in Cabinet Office of Japanese Government

Life Science Project Headquarter of NBDC Advisory
Team in CSTP iIn CSTP Committee

o

Director of National Bioscience Database Center

National Bioscience Database Center
DB

JST
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Since 2001, PDBj has been managed
at Institute for Protein Research,
Osaka University as a member of the
wwPDB, to curate, edit and process
the deposited data for an open,
public, and single archive of the
wwPDB.
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PDBj / PDBj-BMRB staffs (April 2012)
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Staff PDBj: Protein Data Bank Japan (2012)

¢ Head
o Nakamura, Haruki, Ph. D. (Prof., IPR, Osaka Univ.)
e Group for PDB Database Curation
o Nakagawa, Atsushi, Ph. D. (Group Leader, Prof., IPR, Osaka Univ.)
o Matsuda, Makoto (IPR, Osaka Univ.)
o Igarashi, Reiko (IPR, Osaka Univ.)
o Kengaku, Yumiko (IPR, Osaka Univ.)
o Cho, Hasumi (IPR, Osaka Univ.)
o lkegawa, Yasuyo (IPR, Osaka Univ.)
o Sato, Junko (IPR, Osaka Univ.)
» Group for Development of new tools and services
o Kinjo, Akira, Ph. D. (IPR, Osaka Univ.)
o Iwasaki, Kenji, Ph. D. (IPR, Osaka Univ.)
o Suzuki, Hirofumi, Ph. D. (IPR, Osaka Univ.)
o Yamashita, Reiko (IPR, Osaka Univ.)
o Kudou, Takahiro (IPR, Osaka Univ.)
o Nishikawa, Ken, Ph. D. (Guest Prof , IPR, Osaka Univ.)
o Bekker, Gert-Jan (IPR, Osaka Univ.)
e Group for BMRB
o Fujiwara, Toshimichi, Ph. D. (Group Leader, Prof. Osaka Univ.)
o Akutsu, Hideo, Ph. D. (Prof., IPR, Osaka Univ.)
o Kojima, Chojiro (IPR, Osaka Univ.)
o Kobayashi, Naohiro (IPR, Osaka Univ.)
o lwata, Takeshi (IPR, Osaka Univ.)
o Takahashi, Ami (IPR, Osaka Univ.)
e Collaboratory Researchers
o Wako, Hiroshi, Ph. D. (Prof., Waseda Univ.) (for ProMode)
o Ito, Nobutoshi, Ph. D. (Prof., Tokyo Medical and Dental Univ.)
o Kinoshita, Kengo, Ph.D. (Prof., Tohoku Univ.) (for eF-site)
o Standley, Daron, Ph. D. (IFReC, Osaka Univ.) (for SeqNavi, StructNavi, SeSAW, and ASH)
o Katoh, Kazutaka, Ph. D. (IFReC, Osaka Univ.) (for ASH)
e Secretary
o Haruki, Nahoko (IPR, Osaka Univ.)
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WORLDTWIDE

@PDB The worldwide Protein Data Bank

PROTEIN DATA BANK www.wwPDB.org « info@wwPDB.org
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PROTEIN DATA BANK “PROTEIN DATA BANK EUROPE

Research Collaboratory for Protein Data Bank in Europe o

Structural Bioinformatics pdbe.org

www‘pdb'org \E/v'\gllgllc_-oﬁtle' Trust

NSF, NIGMS, DOE, BBSRC, NIGMS, EU Protein Data Bank Japan

NLM, NCI, NINDS,

= BMRB Protein Data Bank Japan

www.pdbj.0

BioMagResBank i
www.bmrb.wisc.edu
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Activities/Services of each member
of the wwPDB

e “Data-in” activity, common in all
the wwPDB members with high
guality control.

e “Data-out” services, characteristic
at each wwPDB member site
except common ftp-site data.
Concerted but sometimes
competing.
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Data—in at PDB] and wwPDB

B Processed total at PDBj (19,347, Sept 2012)
Bl All available PDB data (84,508, Sept 2012) ]
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PDBj curates and processes about a Quarter of the
deposited data, mainly from Asian and Oceania regions.
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Validation of PDBx and PDBML description

The program package will be distributed to each user
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Data—in at PDBj—BMRB (NMR experimental information)
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Data-out: wwPDB FTP Traffic

30,627,357 files were downloaded during March
2012 from the wwPDB member sites (RCSB-
PDB, EBI-PDBe, and PDB)).
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Data—out from PDBj Top Page
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Get Entry Data from our browser
Access to http://pdbj.org/
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Get Entry Data from our browser

Access to http://pdbj.org/
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Summary for each PDBID
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Status Search Biological source

Service and Software >> Cellular location
V. Graphic Viewer Total number of
-qut-:-”-. Globe polymer chains
ASH no rotation) More images Total molecular weight
MAFFTash Structure Viewers, Authors
SEALA jv3 / Jmol
et (jvaal Equire
Structure Prediction >> SRS o)
CRNPRED . Eas o
= rimary citation
Spanner
SFAS
D e Experimemgl method
eF-site/eF-seek/e F-surf
ePratS Other Databas
Information

Mode

1gof sequence information (FASTA format) | download 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 - Q01745] Secreted

1

68785.9 (the details in Structural Details Page)

fto, M. , Phillips, SEV , Knowles, P.F (deposition date - 1993-09-30,
release date - 1994-01-31)

fto, N, Philips, SE , Stevens, C. , Ogel, ZB
Keen, JN. , Yadav, KD. , Knowles, P F.
Novel thioether bond revealed by a 1.7 A crystal structure of galactose
oxidase.

Nature, 35087 - 90, 1991 (PubMed | 2002850) (DOI

10 1038/350087a0)

X-RAY DIFFRACTION ( 1.7[A} )

CATH , CE , FSSP, SCOP , VAST , UniProt ( Q01745 ) , eF-site
KEGG (EC 11.39), EzCatDB , PISA , PQS

McPherson, M.J

Data viewer at

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

Amino acid sequence (FASTA)

M OO oy fip.pdbi.org/ XML/ pdbmipius ffasta; seq.data/ 1gof_seq.txt

o a

) fip:/ /frp. pdbj org XML pdom

SYSPOVPSDS:

ks

cF-site

wi-ang/Suucurs 1gel:A
Igof-A

& Default 3 CPK © Defiu without heters ioms

Functional site  1ocus

B

T W, (e PEIGY [ {Appdat Lyt

Valala)

e )

Style: @ Default wame (PR, without, water

Color; @ Dl

Caroon

rp

(833

1)
1}
)
5
o)
%)
)

EETN -

| 10)
f— fololll

Molecular surface DB: eF-site
http://ef-site.hgc.jp/eF-site/
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PDB joins the Linked Data World

Lol i
— B - . s 5 i Y .
g == M e St e ~
E - - tarsre - >
= ~ v s - e e proes
- . : N e . rvicea e -

— fronest i) T nangay

PDBx OWL

A of Senemmier 2010 @@ G
“Linking Open Data Cloud Diagram_ by Richard Cyganiak and Anja Jentizsch. hiip/flod—cioud.net™

Linking Open Data Cloud Diagram
by Cyganiak & Jentzsch
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PDB/RDF format for Semantic Web

Service from wwPDB by Akira R. Kinjo (PDBj) & Tom Oldfiled (PDBe)
http://rdf.wwpdb.org/

W o RLDWIDE ~ AR
SPDB (e
i
PROTE]N DATA BANK e
About PDB/RDF
PDB/RDF PDB/RDF , chem_comp/RDF
PDB ID: (e.g.,'7RSA") FOE D [
property: (e.qg., 'PDBo:entity.pdbx_description’)
keywords: (e.g., 'alcohal’)

[ submit J[ reset }

Download XSLT stylesheet for converting PDBML to RDF: PDBML2rdf xsl.gz (gzipped 22KB)

Published online 5 October 2011 Nucleic Acids Research, 2012, Vol. 40, Database issue D453-D460
doi: 10,1093/ nar [ghkr8 11

Protein Data Bank Japan (PDBj): maintaining
a structural data archive and resource
description framework format

Akira R. Kinjo', Hirofumi Suzuki', Reiko Yamashita', Yasuyo lkegawa’,

Takahiro Kudou', Reiko Igarashi’, Yumiko Kengaku', Hasumi Cho’,
Daron M. Standley?, Atsushi N:akagawa1 and Haruki Nakamura™*

"Institute for Protein Research and 2Immunt:!ogy' Frontier Research Center, Osaka University, 3-1 Yamadaoka, KI nj O et al - (2012) NU CI b ACId S Res '
Suita, Osaka 565-0871, Japan 40 D453_D460

Received August 8, 2011; Accepted September 15, 2011
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Subject: http://irdf. wwpdb.org/pdb/1GOF

Predicate
PDBo.datablockName
PDBorhas_atom_sitesCategory
PDBo:has_atom_sites_footnoteCategory
PDBo has_atom_typeCategory
PDBo’has_audit_authorCategory
PDBo has_audit_conformCategory
PDBo has_cellCategory
PDBo:has_chem_compCategory
PDBo:has_citationCategory
PDBo:has_citation_authorCategory
PDBo:has_computingCategory
PDBo:has_databass_2Category
PDBo:has_database_PDB_matrixCategory
PDBo-has_database_PDB_revCategory
PDBo has_database_PDB_rev_recordCategory
PDBo:has_diffmCategory
PDBo:has_diffm_radiationCategory
PDBohas_diffim_radiation_wavelengthCategory
PDBo:has_entityCategory
PDBo has_entity_keywordsCategory
PDBo:has_entity_polyCategory

Object

1GOF-noatom
PDBr:1GOF/atom_sitesCategory
PDBr: 1GOF/atom_sites_footnoteCategory
PDBr:1GOF/atom_typaCategory
PDBr:1GOF/audit_authorCategory
PDBr:1GOF/audit_conformCategory
PDBr:1GOF/cellCategory
PDBr.1GOF/chem_compCategory
PDBr:1GOF/citationCategory
PDBr:1GOF/citation_authorCategory
PDBr:1GOF/computingCategory
PDBr:1GOF/database_2Category
PDBr:1GOF/database_PDB_matrixCategory
PDBr1GOF/database_PDB_revCategory
PDBr 1GOF/database_PDB_rev_recordCategory
PDBr. 1GOF/difiinCategory
PDBr: 1GOF/diffrm_radiationCategory
PDB QE/diffrn_radiation_wavelengthCategory
PDBr 1GOF/entityCategory

= ReywordsCategory
PDBr:1GOF/entity _polyCategory

=UD . V

PDB/RDF example

By accessing http://rdf.wwpdb.org
/pdb/1GOF, alist of category
holders for the PDB entry 1GOF can
be retrieved in the RDF/XML format.
Then, a list of category elements
can be retrieved (again in the
RDF/XML format).

Finally, a particular category
element, the list of properties of
that element is retrieved.

PDBo has_enti

PDBo:has_entn|
PDBo has_exp
PDBo has_expf

Predicate
PDBo:has_entity

PDBo:has_pdb: R
PDBohas_pdb PDBo:has_entity
PDBo has_pdb PDBo:has_entity
PDBo:has_pdb: PDBo-has_entity
PDBo:has_pdby

PDBo:has_entity

DNBA-has eelby

PDBo has_enti| SuUbject: http://rdf.wwpdb.org/pdb/1GOF/entityCategory

Object

@Br 1GOF/entity/1 __~2

PDBr:1GOF/entity/2
PDBr:1GOF/entity/3

|

PDBr-1GOF/entity/4
PDBr:1GOF/entity/5

Kinjo et al. (2012) Nucl. Acids Res. 40, D453-D460.

PDBo link_to_enzyme
PDBo:referenced_by_entity_keywords
PDBo:referenced_by_entity_poly
PDBoreferenced_by_entity_src_gen
PDBo:referenced_by_struct_asym
PDBa:referenced_by_struct_ref
rdf-type

Subject: http://rdf.wwpdb.org/pdb/1GOF/entity/1

Predicate Object

PDBoof_datablock PDBr1GOF
rdf type http://rdf wwpdb.org/schema/pdbx-v4(d o entity formula_weight 58579.250
PDBo:entity.id 1
PDBo:entity. pdbx_description GALACTOSE OXIDASE
PDBo entity. pdbx_ec 11:3.9
PDBo:entity. pdbx_number_of_molecules 1
PDBao:entity src_method man
PDBo:entity.type polymer

http://purl uniprot.org/enzyme/1.1.3.9
PDBr:1GOF/entity_keywords/1

PDBr:1GOF fentity_poly/1
PDBr.1GOF/entity_src_gen/1

PDBr 1GOF/struct_asym/A
PDBr:1GOF/struct_ref/1

http://rdf wwpdb. org/schema/pdbx-v4 0. owl#entity




Example of an RDF graph

U
Ll
UP QBN 745
Qot4s o:struct_raldb_name
oistruct_rgfentty id
o:dlink_ta~Gniprot r1GOE ral_sag/1
ostruct_rel pdBegdb_accagsion
g relerence—+a siruct rel
r:1GOF/strud
TOOFS il v g e A ACDE
0.3 L
o:has_struct [refCategory _,
9°% o:01_daraBiock o:struct_ref.pdbk_align_begin
o:struct_rel pdox_spq _one_\etter_code
16l
]
oiraferencq to_snlity
o-has_entilyCategol MK
ey r:1GQF/edity_poly/1
ool _disablock
a:enlity.sx_method 68 280
r:1GOF/en ggory o:reler to_entit
oentity foserdla waight
or
T ameT_ol_molecules
Enzym .
o:enTiTy pde
o:relergpesTo_entity 0@ d BB
oanitylype
1o _enti
r:1GOF antififKeywords/1 ooty pdb descriptive |
oreferencey to_entit

polfihar

\LJOSE
OXIOAS!
r:1GOF/entif§_src_gen/1

The network of RDF resources for A subgraph of the left network
the PDB entry 1GOF. augmented with literal objects
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Annotation of Protein Function from Molecular

Surface Similarity: eF-site / eF-seek

-
e F-S IIB
electrostatic surface of Functional-site

About eF-site | References | Links | Acknowledgements | Feedback

175033 Entries, Last Update: 20-Aug-2005

Keyword Search Category Search

_7”7 E + Antibody
CIPDB code only @ and Ovor : %‘SK&
* Membrane

+ Binding Site

Examples of molecular surface

Ttup-EF

tup-C Ttup-A

1tup-ABGEF

TOP Help FAQ References Links

roe;  cF-SG@

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
function are begun with the molecular interaction
with small molecules (ligands). eF-seek is a web
server to search for the similar igand binding sites
for the uploaded coordinate file with PDB format.
The representative binding sites in eE-site database
are search by our own algorithm based on the cligue
search algornithm

Submission STEP-1:
Specify a PDB format file |
E-mail address

Keyword. *1

Title: (optional)

Protein Molecular Surface DB Search for Similar Surface

N
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Viewing Folds and Dynamics @ PDB;|

PDBJ protein Globe (pre-beta)

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

<--200m-—->| +

#P355 ) [ Seqhavi | [(Strucenon ) (er-wte ) (v’ scor ) Foati ) (reser

s Do B '[PDBID: 10
¥ ¥ 1. globexmig il‘h.uh: "
e —

w555
. CArtDOM. X

£, sphereD.xm

£ O
(L QTS
-

hnk domain:

yv>
Wwolcome to POB) Clobol
>

I Atom Selected.

s

Atom: 1411 1647 Group: sco 1647 Chain: B Model: O File: |
s>

PDBj PrpoMode ProMode ProMode
Elastic :

Database of normal mode anslysis of PDE data using elastic network model in torsional angle space
Home| What is ProMode-Elastic| Help Japanese

No.of entries 13

PDB code (4 chars) \m\ Example 1abc

Select from a list of entries

Submission of your data to be analvzed (In preparation)
Download o
ProMode—E

using the pr
Torsional A
atoms in P[

ligand molec
molecules a

PDB id. 7rsa Name: Hydrolase

Reference ! (phosphoric diester) Title
Structure of phosphate—free

TOPICS ribonuclease a refined at 126

2009.12.12 angstroms Structure

Biharimslanmn o Dhain ~ Ex

*Click on image for an enlarged image and
more information

PageTop | Bac

009.12.21

Copyright @ WASEDA UnivJapan, All nights reserved. Email: promode@list.wasedadp

Protein Globe: Protein Folds

Browser

ProMode: Protein Dynamics
Database by NMA

ND
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Viewing both EM Image and Atomic Structure

&&&ﬁ“ﬁ&ﬂ

®e@nasl&§§&&
iBH:ieeie
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- ! e A 1 &5
mw ‘ o mmw!l:vlkmmm AD-EM i WLL}_J | Yﬂbdﬂl‘“i Z‘Q ' Optonse Jﬂg_{l =Ll E3 Components | .2 View
3 - I Lé i 2 =
FPDB} | 5 EM Naviguwr I allery page | PDB-3mip i M
r.rlunm 3| Image: | Rainoow Size: { smant = = Data

a&av?W&@@a&&

HDenc szz d_str cture
Bi Iogical
.1 .1 Backbon anly | representative helical assembly.

nsform to helical fame)&ﬂg,,_oid.
A""“WEMB am_

show w
suali

~'.| | esolFacﬂ

olsec ndar
byelec CHomicrosco Dy

EM Navigator: Viewer of
Images of EM-DB

Yorodumi: Viewer of both
Image and Atomic Structure
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Anaylsis and Prediction of Protein Function from
Sequence through Structure (D. M. Standley et al.)

o Structure-informed multiple sequence alignment using MAFFTash:
http://sysimm.ifrec.osaka-u.ac.jp/MAFFTash/

e Function prediction for ordered and disordered domains using SFAS:
http://sysimm.ifrec.osaka-u.ac.jp/sfas2/

Example: zc3hl12a

disordered ordered disordered ordered ordered
- - — )
disordered ordered
({4
disordered .* Function Prediction ordered
Composition-based Function Prediction (IDD Navigator) Structure-based Function Prediction

(Spanner, OSCAR & SeSAW)

—

13 il
i ® $
al ER .%—,-H”’Hna 00
ir‘ﬁﬁ"ﬁmﬁ‘..ﬁfl
REDENS TNGQYCGAYV LI MET W

Ubq binding-like

* RNA
Processing

* Endonuclease

— ¢ Zinc binding

PIN-like Rnase

.DQD?E\]D?Q_?DJ:D_“_T . Metal ion

binding \2 CCCH ZF
e Intracellular/cyt —Q)L_,

oplasm J
« Zinc finger M e Ubq binding-like

—

:._ =
: H T ‘

3 4 A 1 o 43 2 5 2y
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Development of other Databases and Services

ﬁﬂ

sum Mol Comact Uy
aws intograted Jacld, in

RSN H~~

About Sequence Navigstor

Sequence Navigator Soap Service

T ren M garon. gt PDE 10 il Chain A

OR It an A Soqueince

Chmiering Option £ rore chustoney
2] © Cluster by E-vilow 10°

(2] powee crusteen)

Homolog protein search,

Sequence Navigator
(Standley)

Fiec Systems Immunology
Filde navigason
Tools

Cluscar Avaifibiliny pr— P T

Spanner

Hybrid-template Structural Modeling

g Abour & Download
Ty our new Structure and Funcrion Predicuon Pipeiine

Inputs

lipload & Template file (8 s mar 1) and an Alignment file §2574 foorn 17
I

Uplosd Terrolste File I Unload Allsrermert File
» Labi homeoaye o el
Protein Data Bank jao
e " E-mall notification ¥

vanced Parameters ¥

=

Functional Annotation
by
Sequence-Derived Structural Alignment Weights

Enter a PDB ID ar Upload a PDB-formatted file

=) harukingiprotein.osaka-u.ac.jp
(]

0

If your query is:a homology model, the following information is requested

Homology medeling,
Spanner
(Lis, Standley & Nakamura)

Function Annotation from
Folds and Sequences,
SeSAW (Standley)

MAFFTash

Alignment of Sequence and
Structures. MAFFTash
(Kato. Toh & Standley)

PDBj eProtS

eProts #° " %% By .

En yc!apedla ofProfeIn Shucrures #
mm
ﬂmﬂ_ Imates senmebg

e~ €ProtS: Encyclopedia of Protein Structures

P, “The e, Excyclopedi of P Skt . ctiomary i picet ol he proin e sl i, for
- ing. the Lemiary <TOCTIES And M o severat P
uu;-mmnm-w This Wi i e prpard o el of i . Wt e molcultprghic
Yoy b e o et picn o oA the iy
L de |l|ll'fbl ey N LR ll.1IN of Later ) ir\\MN Nater ) are Focommended |
st T
gt g

i et Table of Contents

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

WESLA
Molecule of the Month, MoM

T L O e e L VR I T et |
- e ~m:’ Kb

e SEERENRT_ L TN, P DML S Sbpdes, (ST DRODNIER. SICISAIUHERLITILT: TIRRHTD
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English

Home

Data Deposition >>
ADIT: PDB Deposition
ADIT-NMR

Search >>
Search PDB (Mine/xPSSS)
PDB/ROF,
chem_comp/RDF
Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator
Search NMR Data (BMRB)
Status Search
Service and Software >>
V. Graphic Viewer
Yorodumi
Protein Globe
ASH
MAFFTash
SEALA
Structure Prediction >>
CRNPRED
Spanner
SFAS
Derived database >>
eFsite/eF-seaw/eF-surf
aPratS

Statistics Help FAQ ContactUs

PDBj (Protein Data Bank Japan) maintasins 8 centralized archive of macomoleculsr structures and provides integrated tools, in collaboration with the
RCSB, the BMRE in USA and the PDBe in EU. PDBj is supported by JST-NBDC and Osaka University.

Mné Electron Density Map [2xvy] P pDBJ:;:’::

Information
About the PDBj Electron Density Map Viewer

Parameters for Electron Density Map
Type of the map:

@ contour mesh ) iso surface
Map position:
9 atom nearest to the center of the map

Chain Residue Atom
) Atom ID: A (1252, (8

{you can select "Atom D7 by ciicking in the
viewer)

) coordinates: (X v Z )

mapped area: 10 A
(this is the length of edge of 3 cube)

contour level: 1 o

Atom: S 2075 Group: 304 1272 Chain: A

: colorRoo Gi1o Bio
File: 1 — X
i = isosurface tranceparency level: 05

oreste meo | [ reset |

jV version 4
Amplet Louncher (new Java Plug-in) versian - [ Dawnlasd/Delete the mep ]

Style: (0 cartoon O Backbone @ Wireframe
Color: @ group ) chain 9 atom

-
@ Electron Density Map Download/Delete .... = =& =

service.pdbj.org/mine_test/jsp/download_map2.jsp

When the mouse right button is clicked in the V4 window, t| | T— .
For 3 troubla to display a picture, please retry selecting e
“Applet Launcher (new Java Plug-in) version™ or

“Appiet Launcher (classic Java Plug-in) version” from the sbove pull-down maq [ file format l aname [dovmload
You may aiso refer the known problems page [structure factor ‘r?stfe ntgz | dawnlaed |
Here, ‘ , refinement file [‘2xw_ref.tarsz | dawnlaad |
Applet Launcher (classic Java Plug-in} version: for Mac OS X or for Windows ¢

Applet Launcher (new Java Plug-in) version: for Windows or Linux with JRE 1.4 | I edmap file [20' 1ien 1327-?”’"””“"" delete l | dawnlaed I

wp
—




ARy PDBj: Protein Data Bank Japan (2012)

o HIESRTE
o P FR (KERAFEBHHAFRPI- R)
* PDBj7—AX—2WEI L —T
o PJI| % (KERAFEB EHHRFPI- #iR)
o il B (RIRAFE0HARFA- 1JHEHRE)
o I+RL 7F (RBRAFEEHHRFPA- FHIEHER)
o RZ BET (RAFELHIARPI- HIHES)
o 5k P8 (RERAFEQBHAF- HEHRE)
o Il F/E (KERAFEL BHiZrT IR E)
o k7% ¥T (KBRAFEB HHFPT- BIEHRSR)
* PDBjEIRREYVEESEILT L —T
o &Y 3% (RERAFZEB HAFRFA- H#316%)
o Bl ¥ (KIRAFE0BHFRP- #3%)
o oK B (KERAFEB HHZFEP- HIHRES)
o IITF $nF (KERAFEEEMZEPT- HERHTHRPIHS)
o IJ% fa (KERAFEBHHZAP- HEHRS)
o @)l 2 (KERAF=EO BHRrPI BEEHIR)
© Bekker, Gert-Jan (KRFRAFEQ HfiFPI- JHTHREE)
* BMRBF —AX—EIEEI I —T
o JEI% NE (KFRAFE0BEMFPT- 33R)
o PR 5t (RBRASFEL BEHZF- 183183R)
o B8 EREB(ARAFE0EMREr EHIR
o /\i} BEX (RKERAFEL HHFRT- BIIHRR)
o EH EX (KERAFEQEHFEPT- HIHRS)
o mtlh H& (RRAFEL BHRF- [HEHES)
e HfiREmHE
o ¥ 1§ (FReBAFHEHFHRSFilbR- 33=) (for ProMode)
o {7i% 1312 R REHNERAFAF - #R)
o AT BEE FILAFAFIRIFRFFHFAH - 3R) (for eF-site)
o Standley, M.Daron (KERAFREF IO T 7 IRz A — #H37) (for SeqNavi, StructNavi, Se SAW and ASH)
- ﬁ?éﬂg 08 (KRAFREFOOT (7 HRRLZ LA — FHTEHIR) (for ASH)
o BFR XiET (RBRAFE0HARF- HEBHERES)
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