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ABSTRACT

Cow’'s milk i1s a complex fluid whose proteome displays a diverse set of proteins of high abundance such as caseins (CNs) and medium to low abundance whey
proteins such as beta-lactoglobulin (bLG), alpha-lactabumin (aLA), lactoferrin, immunoglobulins, glycoproteins, peptide hormones and enzymes. CNs represent 80%
of milk proteins and possess important nutritional and functional properties, whilst bLG (largely unknown function) and alLA (involved In lactose biosynthesis)
represents approximately 10 and 4%, respectively. As genetic variants of CNs and whey proteins and post-translational modifications (PTMs) influence many
properties of milk that are essential to the dairy industry.
This work had two purposes:

1/ Optimising a bottom-up (BU) proteomics procedure to identify as many proteins as possible in a high-throughput fashion.
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