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Dear Dr. Hovey,
We are submitting a detailed protocol for profiling the targeted cancer metabolome from any source including cells, bodily fluids, tumor tissue and paraffin embedded tissue using targeted mass spectrometry. The field of cancer cell metabolism has resurged in recent years as altered metabolism in cancers can lead to new metabolic targets for drug therapy. Our platform robustly targets and quantifies more than 250 endogenous polar metabolites that cover the major metabolic pathways of cells including glycolysis, TCA cycle, pentose phosphate shunt, amino acids, nucleotides, etc. The platform is unique in that all metabolites are profiled using a single run in less than 18 minutes per sample by selected reaction monitoring (SRM) using positive/negative switching feature on the 5500 QTRAP triple quadrupole style mass spectrometer. Our platform is routinely accessed by hundreds of biomedical researchers and we have many publications are both in press and in review describing these studies.
We hope that you find the protocol of interest to your readers and viewers and we look forward to hearing from you.
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