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Fig. 2 Metabolic target sites of CB118 predicted from CB118-CYP2A6 in silico simulations and
possible hydroxylated tetraCB isomers that may be produced (grey: confirmed not to match standard).
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Fig. 3 Two-dimensional view of PLIF in the CB118-CYP2A6 docking pattern (A: no interaction, B:
arene attraction, C: arene attraction and backbone hydrogen bond donor, D: backbone hydrogen bond

donor, E: arene attraction)
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