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EVENT
■ Science Agora 2012 (Nov. 10-11, Odaiba, Tokyo)
 

Science Agora is an annual scientific event for the public supported by 
Japan Science and Technology Agency. We, PDBj participated in the event 
for the first time and talked about what is the use of protein structural 
analysis, using 3D viewer, “Yorodumi Prime”, which is developed by PDBj.
 

 
 
Yorodumi Prime URL: http://pdbj.org/prime 

■ PDBj Exhibition Booth 
at the 35th Annual Meeting of the Molecular Biology of Japan

(Dec. 11-14, Marinemesse Fukuoka, Fukuoka-shi)

Fig.3: Science Agora 2012

■ PDBj Workshop at Tokyo University 
of Agriculture and Technology

(Mar. 7, Koganei-shi, Tokyo)

 
PDBj set up an exhibition booth to introduce our web services and 

recent activities at the Bio Database corner organized by JST-NBDC.  
 

Fig.4: PDBj Exhibition Booth
at the Bio Database corner

Fig.5: PDBj Workshop 

All Seminar/Workshop Materials Download Available

EVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENTEVENT

 
references to external data resources, which facilitates integration of structural data with other biological 
and/or chemical annotations. Third, compared to PDBML (a “direct” translation of mmCIF into XML), 
PDBx/mmCIF files are (arguably) easy to read both by humans and by machines: tags describing category 
and category items are simple enough to not interfere with human eyes. 

Given the above benefits, what are obstacles for adopting the PDBx/mmCIF format? Apparently, many 
programs do not support the format yet. However, some widely used applications already support the 
PDBx/mmCIF format (e.g., Jmol, OpenRasMol, Chimera, CCP4, Phenix). Programmers may feel reluctant 
to modify their codes. But there are PDBx/mmCIF parsers already available in some major programming 
languages such as C/C++, Python, Java, and Perl. By using such libraries, the amount of codes to be 
modified may be greatly reduced. 
  
A comprehensive list of PDBx/mmCIF-related information can be found at; 
http://mmcif.pdb.org. 
 

 
PDBj holds workshops in different areas of Japan 

periodically, for the purpose of education and training of 
database users, and took place at Koganei Campus, Tokyo 
University of Agriculture and Technology this year. 
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Database of experimental information derived by NMR: BMRB 

Data Growth

*As of June 5, 2013Fig.6

 
PDBj-BMRB has been collaborating with the BMRB (Wisconsin, USA) and the wwPDB to develop and 
implement deposition and annotation management strategies for large-scale NMR databases. Our current 
project aims to enhance data sharing and access among the Japanese life science databases through database 
integration. The BMRB mirror server, which provides services originating from the University of Wisconsin, 
has been re-designed. This server incorporates an easy-to-understand interface with integrated data 
visualization tools for the submission of NMR data. The new BMRB website provides an interface that 
enables advanced SQL queries. A new PDBj-BMRB portal site reflects the feedback from researchers who 
have made database submissions, and is now online. We have produced not only updated data submission 
guides (in Japanese and English) but also support tools; MagRO which analyzes NMR data and BMRBxTool 
which converts NMR-STAR format into XML format, originally developed at PDBj-BMRB. Combined with 
 

 
the new visualization and support tools, the data 
submission procedure is greatly enhanced by 
making it convenient and user friendly. 
 

 
Fig.7: Contents of upgraded PDBj-BMRB portal site, 
Overview of the submission process and Frequently 
Asked Questions 
 

Fig.8: BMRBxTool, XML converter for NMR-STAR 




