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Abstract

There are currently about 6000 bacterial species with validly published names, but scientists assume that
these may be less than 1% of bacterial species present on the earth. Microbial resource is one of the most
important bioresources in bioinderstry and provides us with high economic values. To find missing ones,
the studies of metagenome, metabolome, and proteome about microbes have started recently in developed
countries. We construct the information system that integrates information on microbial genome resources
and manages the information to support efficient research of microbial genome application, and name this
system ‘Bio-Meta Information System (Bio-MIS)’. Bio-MIS consists of integrated microbial genome
resources database, microbial genome resources input system, integrated microbial genome resources
search engine, microbial resources on-line distribution system, portal service and management via
interet. In the future, we will include public database connection and implement useful bioinformatics
software for analyzing microbial genome resources. The web-site is accessible at

http://biomis.probionic.com
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System Organization
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Integrated database system
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Microbial resources on-line distribution system
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Microbial genome resources input system
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Conclusion and Future works
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