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Canonical Pathways -log(p-value) Z-score 
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Tryptophan Degradation III (Eukaryotic) 1,46E00 -2,449 

Oxidative Ethanol Degradation III 1,35E00 -2,000 

Coagulation System* 1,32E00 0,447 

Ethanol Degradation II 1,32E00 -2,236 
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