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The product ion spectra of a set of small
pharmaceuticals were acquired from an
ABI/Sciex 4000 Q TRAP by infusion, while
LC/MS/MS measurements of rat liver microsomal
incubation of verapamil were performed on an
ABI/Sciex 3200 Q TRAP.
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Note: Large mass errors of m/z of 270 were due to saturation.




