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 Due to the recent advances in the genome analysis, various kinds of research resources 

such as genes, proteins, cells, and whole organisms have been produced.  According as these 

bioresources are accumulated in the field of life science, they are coming to occupy more 

important positions in the field, and so is the information about the bioresources.  It is thus a 

great contribution toward the advancement of the life sciences to make the information open 

to public in the form of a database together with a user-friendly retrieval system.

 Grounded on this perspective, the Bioresource  Information Division collects information 

on traits and locations of the bioresources preserved in RIKEN BRC, and other domestic and 

foreign organizations.  The division is also working on constructing a database system for the 

information, linking with the related databases in and outside the country.  By providing the 

research community with the database system, the division aims to promote the formation of a 

basis of life science research.

The Bioresource  Information Division carries out the following projects.

I. Resource information assistance projects

    * Collection and management of resource information and analytical software.

    * Information distribution through the databases.

    * Assistance for resource information analysis.

II. Resource information technology development projects

    * Development of technologies to construct consolidated resource databases.

    * Development of technologies for analysis.
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Specific aim 1) Resource information assistance projects

 In addition to distribution of cell and genetic resources, BRC started distribution of 

laboratory animal and plant resources in the 2002-03 fiscal year.  The Bioresource  Information 

Division has been working on support for information management and development of 

software tools necessary to carry out the distribution of these bioresources.  The division is also 

working on integration of these tools to develop a system with better information retrieval.

 The division innovated a new system in information management of the distribution of 

cell resources on October 2002, and is now working on improvement of the system through its 

practical use.  

 Most bioresources collected by BRC have information on their biological features 

described by researchers, which is highly useful for execution of research.  This is one of 

the advantages of BRC, where bioresource can be distributed along with their traits and 

other biological information.  The division is planning to link the information derived from 

laboratory animal, plant, cell and genetic resources to obtain further information or biological 

findings.

2) Resource information technology development projects

 The Bioresource Information Division is also working on development of a retrieval 

system, in collaboration with some organizations such as National Institute of Genetics, that 

searches locations of bioresources preserved in various organizations in Japan, by unifying 

their databases.  The primary purpose of the development is to make the bioresources in Japan 

easier to retrieve: researchers will not need to access individual databases one by one if they 

are unified.  The secondary purpose is to inspect consistency of the databases to be unified, 

resulting in improvement of the quality of individual databases.  The unified database will 

provide us with better environment to survey information from various organisms and will 

facilitate extraction of biological significant findings.  The division is now planning to unify 

mouse and Arabidopsis databases.
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