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-assisted non-targeted identification of potential metabolites of three highly prevalent SCRAs. In silico metabolite prediction tools (BioTransfromer 3.0° (BT) In vitro CE\TN CE\TN CE\TN
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5) Enzymatic hydrolysis/cleavage of glucuronides for urine screening for SCRAs is suggested for increased sensitivity. Despite the fact that this extra step
requires more time for sample preparation.
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