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Results
* The features were dominated by amino acids (AAs)
« The AA composition in the protein sources was largely T o ALPL 'B"gzke (per 100g protein)
reflected in the blood levels of the individual AAs _ T W 3.29
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individual AAs could be detected with this method o ‘
2]
 The aromatic AAs (Phe, Tyr, Trp) and mevalonolactone i
were found at a lower level for the CGMP group =
whereas the group had higher levels of Pro and lle §
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* The different whey groups also showed different levels ~3
of AAs (as exemplified by phenylalanine to the right) ;
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fold higher in plasma atter ingestion of WH compared to Kinetic profile for Phe extracted from metabolomics
the other protein sources profiles. Error bars indicate the standard error of the mean



