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Human plasma metabolomics with HPLC-LTQ FT ICR MS

(JCL Bioassay Corporation)
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Short Abstract: Metabolomics that analyzes the low molecular compounds such as
organic acid metabolite and amino acid metabolite is paid to attention in the field of the
biomarker retrieval of the medical treatment diagnosis and the etiology analysis.
Metabolomics with mass spectrometer is actively done, and the software for the data
analysis is developed. In this study, human plasmas were analyzed with HPLC-LTQ FT
ICR MS.
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Fig.1 Chromatograms of pre-treated he human plasma samples (Deproteinization by
adding acetonitrile).
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Fig.2 lonic species detected in each sample
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