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INTRODUCTION - Trichinellosis is due to the consumption of low or uncooked meat contaminated
by larvae belonging to the Trichinella genus consisting of nine species and three genotypes. Up-to-
date, species identification is based solely on molecular biological tools that can be tedious and slow
to implement.
The use of MALDI-TOF (Matrix Assisted Laser Desorption / Ionization - Time of Flight) mass
spectrometry technology would make identification of these parasites much faster and easier. The
aims of this study was:

i) to confirm the efficiency and reproducibility of the protein extraction protocol (Mayer-
Scholl et al, 2016);
ii) to evaluate the capacity of MALDI-TOF mass spectrometry to discriminate Trichinella
species and strains within the same species;
iii) to compare MALDI-TOF proteomic approach to classical molecular biology techniques.
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The use of MALDI-TOF for 
Trichinella species identification has 
advantages: 
- far much faster and cheaper
- robustness
- allowance to assay a lot of samples
at the same time
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