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- SUMMARY

We have developed a web-based database, “PRIMe (Platform for RIKEN Metabolomics),” which contains
powerful tools for researchers to analyze gene co-expression data and mass spectral data. PRIMe has been
developed with the main aim of facilitating integrated analysis for transcriptomics and metabolomics. We have
already available are (1) Metabolite Database (KNApSAcK), (2) BL-SOM Analysis Tool (Batch-Learning
Self-Organizing Map), (3) Coexpression Gene Search (coexpression database), and (4) Tree extracting
tool (data from AtGenExpress) which are the major constituents of PRIMe. The contribution of PRIMe is that it
assists the biologists by providing information resources and analysis tools for metabolomics and transcriptomics
projects. We are motivated to build a research platform with an aim to improve plant production capabilities in
Q)th quantitative and qualitative terms, based on integrated genome sciences founded on metabolome research.
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