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Supplemental Figure 1. Concentration (mg/dL) of detected metabolites (page 1/2). 
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Supplemental Figure 1 (Page 2/2). 
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Supplemental Figure 2. Supplemental Figure 1. Signal of the reference standard sodium 

trimethylsilyl propionate-2,2,3,3-d4 (TSP) of treated plasma samples acquired with Nuclear 

Overhauser Effect Spectroscopy (NOESY, in black) and an untreated plasma sample the Carr-

Purcell-Meiboom-Gill (CPMG, in red) pulse sequences. 
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Supplemental Figure 3. Comparison of fisher scores for metabolites across all method

 


