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Supplemental Methods 

Figure S1A. Structures of compounds of interest, amino acids and amino acid related 
compounds. 
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Figure S2. Structures of compounds of interest, bile acids. 
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Figure S3. Structures of compounds of interest, small organic acids and other metabolites of 
interest. 

 

 

Figure S4. Derivatization reaction.  
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Figure S5. a) MS-spectrum and b) MS/MS-spectrum of Taurine. 
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Figure S6. a) MS-spectrum and b) MS/MS-spectrum of Azelaic Acid. 
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Figure S7. a) MS-spectrum and b) MS/MS-spectrum of Gamma-butyrobetaine. 
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Figure S8. a) MS-spectrum and b) MS/MS-spectrum of Glycolic Acid. 
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Figure S9. a) MS-spectrum and b) MS/MS-spectrum of L-Homocitrulline. 
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