Advanced Metabolomics
Bioinformatics, Activity, & SysBio
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Metabolite ID and Databases

LC/MS/MS
Data acquisition Accurate m/z & retention time

m/z 592.4530 (obs.)
5924513 (theo)  C42H58NO

tr(min) 38.9 (obs.)

39.0 (std.)
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Statistics
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p-value.0.0037 9

m/z : 146.0468
RT : 30.65 ¥
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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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Multi-Group and Meta Analyses

Meta-analysis of independent Multigroup analysis
two-group comparisons




Pathway Analysis

Enrichment analysis Purine metabolism AMP  ADP  ATP
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Systems Biology

(M ulti-Omic network)
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