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A metabolite profiling technique using a high throughput GC-Time-Of-Flight (TOF) MS for data acquisition, followed by automated data
analysis, has been developed for measuring the metabolite distribution within plants.

We are using this approach to study substantial equivalence and unintended effects of genetic modification in Solanum species. In
addition, metabolite variation within Solanum germplasm collections is being measured with the objective of exploring phytochemical
diversity and relating metabolite distribution to phenotypic characteristics.
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Characteristics of profiling technique:

Short analysis times & high sample throughput
Reproducible analyses

Linearity of response

300 — 600 metabolites detected at higher sample loadings
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