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Background

As part of the Eco'n'OMICs project, a number of different reference compounds with known mechanisms of action were tested using an
adapted fish embryo toxicity assay, in which zebrafish embryos were exposed to low sublethal concentrations of the compounds. RNA was
extracted and sequenced to identify differentially expressed genes specific for the mode of action (MoA) of the test compound’-434, Based on
these potential biomarkers, a high-throughput gene quantification assay (QuantiGene™) will be developed to analyze up to 80 different
markers in 96 samples simultaneously.
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Compared to our conventual testing approach this information on our
workflow offers: work:
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Significant decrease in time consumption for exposure experiment

and gene expression analysis
Increased throughput
Reduced errors and contaminations by automation
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