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Figure 3. Overview of milk samples analyzed using LC-ESI-MS/MS, in-house software, and NIST 2020 Mass Spectral Library
to generate a comprehensive list of metabolites for further characterization. Disclaimer: Certain commercial equipment, instruments, or materials are identified in this paper in order to specify the experimental procedure. Such identification is not intended to imply recommendation or endorsement by the National Institute of Standards and Technology or imply that the materials or equipment identified are necessarily the best available for this work.
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