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Protein Data Bank 
Japan

日本蛋白質構造データバンク

http://pdbj.org/

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.

阪大蛋白研・データベース開発研究室のスタッフ



http://biosciencedbc.jp/

PDBj is a member of NBDC, Japan
JST-バイオサイエンスデータベースセンター
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PDBj: Protein Data Bank Japan   (2012)
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wwPDB and wwPDBAC members 
at EBI, Hinxton, on Sept. 30 2011
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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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Processed total at PDBj (18,904, June 2012)
All available PDB data (82,347, June 2012) 



wwPDB FTP Traffic

30,627,357 files were downloaded during March 2012 
from the wwPDB member sites (RCSB-PDB, EBI-
PDBe, and PDBj).





Get Entry Data from our browser
Access to http://pdbj.org/

日本語のキーワード
を入力

検索結果ページ



Get Entry Data from our browser
Access to http://pdbj.org/

PDBID (e.g. 12as) is input 
in a box and GO

Summary for each PDBID is 
displayed. 



http://pdbj.org/

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

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

Amino acid sequence (FASTA)

Data viewer at PDBj

Summary for each PDBID



Protein Molecular Surface DB Search for Similar Surface

Annotation of Protein Function from Molecular 
Surface Similarity: eF-site / eF-seek



Protein Globe: Protein Folds 
Browser 

ProMode: Protein Dynamics 
Database by NMA

Viewing Folds and Dynamics @ PDBj



Viewing both EM Image and Atomic Structure 

EM Navigator: Viewer of 
Images of EM-DB

Yorodumi: Viewer of both 
Image and Atomic Structure



PDB data in the Resource Description Framework 
(RDF) format for the Semantic Web. 

PDB/RDF for Semantic Web 
(Recently developed by PDBj: Akira R. Kinjo et al.)

http://pdbj.org/rdf

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



Development  of other Databases and Services

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

Molecule of the Month, MoM
(Goodsell & Kudo）Alignment of Sequence and

Structures. MAFFTash
(Kato. Toh & Standley）

Homolog protein search,
Sequence Navigator
(Standley）

Similar fold search,
Structure Navigator
(Standley & Toh）

Hybrid Template Homology 
Modeling, Spanner
(Lis, Standley, Nakamura）





>sp|Q5D1E7|ZC12A_MOUSE Ribonuclease ZC3H12A OS=Mus musculus GN=Zc3h12a PE=1 
SV=2MSDPCGTKPVQESNPTMSLWSLEDRHSSQGRPQPDQDPVAKEAPTSELQMKVDFFRKLGYSSSEIHSVLQKLGVQADTNTVLGELVKHGSATER
ECQALTAPSPQPPLVPRGGSTPKPSTLEPSLPEEDREGSDLRPVVIDGSNVAMSHGNKEVFSCRGILLAVNWFLERGHTDITVFVPSWRKEQPRPDVPIT
DQHILRELEKKKILVFTPSRRVGGKRVVCYDDRFIVKLAFESDGVVVSNDTYRDLQGERQEWKRFIEERLLMYSFVNDKFMPPDDPLGRHGPSLDNFL
RKKPLPSEHRKQPCPYGKKCTYGIKCRFFHPERPSRPQRSVADELRANALLSPPRTPVKDKSSQRPSPASQSSSVSLEAEPGSLDGKKLGARSSPGPHRE
GSPQTCAPAGRSLPVSGGSFGPTEWLAHTQDSLPYTSQECLDSGIGSLESQMSELWGVRGGSPGESGPTRGPYAGYHSYGSKVPAAPSFSPFRPAMGA
GHFSVPTDYVPPPPTYPSREYWSEPYPLPPPTPVLQEPQRPSPGAGGGPWGRVGDLAKERAGVYTKLCGVFPPHLVEAVMRRFPQLLDPQQLAAEILSY
KSQHLSE

Spanner Model

•Multiple Sequence Alignment (MSA) for query (MAFFT) and templates (MAFFTash)
•MSA-profile alignment (MSThread)
•Fragment-based structural modeling (Spanner)
•Function prediction (SeSAW)

配列情報を入力とした、構造情報に基づく機能の解析・推定パイプラインの構築



生体系NMRデータ群の登録

解析登録支援
サーバー

仮想サーバー

仮想化技術をサーバーとクライアント
双方に適用

耐障害性向上、
省エネ化、省スペース化

システムの移設、再構築コストの軽減

Mobile端末

仮想クライアント

デスクトップツール群

NMR装置

NMR測定データ

実験データと解析を統合的に支援
シームレスなデータ登録を実現
データベースの高い品質を維持

BMRB PDB

公共データベース

データ交換

データ交換

データ交換


