Advanced Metabolomics

Bioinformatics, Activity, & Pathways
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Pathway Analysis
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Systems Biology
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Metabolomics Activity Screening

Metabolomics Biomarkers Systems Analysis Pathway Inhibition
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Metabolite ID and Databases

LC/MS/MS
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Statistics
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Welch t-test

Control vs. Nitric oxide stress
m/z = 171.0055
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Wilcoxon signed-rank test

Arterial vs. venous blood
m/z = 309.2796
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