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Figure 4. Phenylalanine Mid Level QC with calibration curve. Chromatogram of quantitative and confirming

Conditions for Thermo Scientific TSQ Quantis Mass Spectrometer ilon peaks. Mid Level QC (200 pmol/L) was extracted using the protein precipitation method.
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An analytical method was developed that quantitatively detects 52 L-amino acids in human plasma for
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Plasma samples were protein precipitated and diluted with an internal standard solution prior to injection Table 3. Scan Properties
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Table 1. List of 52 quantifiable L-Amino Acids. The listed amino acids are detectable in human plasma using A O need to be further assessed for more extensive reproducibility and repeatability for all 52 amino acids.
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m/z: 88.170 - mfz: 74.220
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Liquid Chromatography Conditions
* Mobile phases consisted of an organic/aqueous composition.

e Columns used for this method consisted of a trap column to remove basic amino acids seen
consistently in the background, a guard column to increase column lifetime, and an analytical column
for amino acid separation.

Figure 3. Pipecolic Acid Mid Level QC with calibration curve. Chromatogram of quantitative and confirming

lon peaks. Mid Level QC (200 pmol/L) was extracted using the protein precipitation method.
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