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BACKGROUND METHOD RESULTS

« GC-MS metabolite profiling of human bio-samples often employs a two
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CONCLUSION

* Sequential online two-step derivatization sample preparation was

Figure 1. Schematic of automated, sequential sample preparation developed on Thermo Scientific™ TriPlus™ RSH.
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metabolites common to blood for long-term QA/QC

implemented for GC-HRMS metabolite profiling of various human blood

matrices with ~30 min sample to sample analysis time
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