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Our goal is to promote plant metabolomics as a true functional genomics tool that 
provides a comprehensive characterization of the biochemical phenotype of a 
plant. The realization of this goal will require improved technical abilities in the 
determination of metabolites in complex plant tissues and the integration and 
dissemination of metabolomics research data. For this we foresee three important 
objectives: (I) improvement in the comprehensive coverage of plant 
metabolomics, (II) facilitation of obtaining comparable results between labs, 
instruments and experiments, and (III) enhancement in the integration of 
metabolomics information with other functional genomics approaches. As these 
challenges are widely recognized and endorsed, this encourages a community-
based effort to define common criteria and to initiate a number of concerted 
actions directed towards the release of standard reference materials, the 
construction of a consolidated metabolite library and the development of 
metabolite specific data management systems. The International Committee on 
Plant Metabolomics of which the authors of this article are members 
(http://www.metabolomics.nl/) represents a platform to facilitate the proposed 
actions.  
 
   




