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@’ INTRODUCTION » METHODOLOGY

A proteinogram Is a semiquantitative analysis method that allows
the separation of proteins by electrophoresis into different bands.
This methodology has been widely used In clinical practice to
detect the presence of abnormal or excessive proteins in serum, or
other body fluids, which can be indicative of liver, inflammatory ,
and immune disorders. Specifically, electropherograms have Eu ropean seabass
recently emerged as a specialization of protein electrophoresis in (Dicentrarchus Iabrax)
which the fluorescence intensities of proteins are measured as a
function of their migration times. This method, widely used In
humans, has not been studied in fish for diagnostic purposes.
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@ RESULTS AND DUSCUSSION
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Figure 1. SDS-PAGE in sera of European seabass Figure 2. Electropherogram serum profile of European seabass (Dicentrarchus labrax) by Agilent Protein80 kit (A) and protein320 kit (B). Peak migration times were
(Dicentrarchus labrax). The gels were stained with PageBlue compared to an external size standard (ladder; dark arrowhead) to determine size, while peak areas were compared to a lower and an upper marker to determine concentration.
Coomassie blue-based protein stain. Lines indicate where The accompanying tables provides an overview of each protein peak found by electropherogram with its size (kDa) and relative concentration (%) with respect to total protein.
standards lie. The molecular weights (MW) are expressed in These protein peaks correspond to the size of a similar protein determined by high-performance liquid chromatography-mass spectrometry. The proteins with the highest
kilodaltons (kDa). concentrations are shown in bold type.
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