AL AE—ya TR RAEWN Y AT LD

B TR PR B ay B T AT 72 R
Bl §AE

Development of an integrated analysis system for metagenomics

Ken Kurokawa

Graduate School of Bioscience and Biotechnology, Tokyo Institute of Technology

Microbes are essential for every part of life on Earth. Numerous microbes inhabit the biosphere,
many of which are uncharacterized or uncultivable. They form a complex microbial community
that deeply affects against surrounding environments. Metagenome analysis provides a radically
new way of examining such complex microbial community without isolation or cultivation of indi-
vidual bacterial community members. However, metagenome analysis is more complex than com-
mon genome analysis, because an analysis target is composed of enormous bacterial strains
instead of a single strain. Here, to untangle the complexity of metagenome analysis procedure, we
developed an integrated analysis system for metagenomics with new gene prediction tool, visual-
1zing tools for massive metagenomic data, and also developed an analysis pipeline for metage-

nomics by integrating with all the developed tools.
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