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Metabolite profiling of plant species using high throughput GC-MS techniques, linked to automated data processing, is becoming a highly
useful tool for the study of metabolite distribution within plant populations. We have developed a metabolite profiling technique based on
the use of GC-Time-Of-Flight (TOF) MS for data acquisition, followed by automated data analysis using a combination of the AMDIS™ and
Xcalibur'™ software programmes.

The profiling technique is being used to measure metabolite variation within Solanum germplasm collections in an attempt to relate
metabolite distribution to phenotypic characteristics and to look for phytochemical diversity.
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Sample Extraction Silylation

CHCI; (50 ul), MSTFA (80 nl), Pyridine (10ul), 37°C for 30 min.
Cool then add 40 ul to vial & dilute with pyridine (40u/)
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Instrumentation
A Sample Sequence Details
Type: Programmable Temperature Vapourising Injector (PTV) in split mode
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Figure 1. Total lon Chromatograms (TIC) of polar and non-polar extracts of freeze dried potato tubers
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