
Supplementary Information 

Figures S1. Stable isotope labelling (SIL) as a powerful tool for quantitative farm animal serum proteome analysis. ICAT (Panel A) 
technique labels the cysteines residues by a thio-reactive group and utilizes an isotopic linker region for heavy tag, and a biotin moiety for 
affinity based purification; Conversely, the isobaric tags for relative and absolute quantification (iTRAQ) (Panel B) label primary amines of 
either intact or proteolytically digested proteins. After labeling, samples are pooled and subsequently processed for MS analysis. Quantitation 
of SIL methods is based on the measures of LC–MS peak areas of the labeled peptides. 
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