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Figure 1. SELECT SERIES MRT instrument schematic.
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expanded extracted mass chromatogram of carbamazepine-N-
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Figure 4. MRT LC-MSF ES parent drug and metabolite precursor mass accuracy (RMS) for 1813 detections over 24-

hours . (Inset: Mass accuracy frequency distribution over 24-Hours).

Figure 6. Enhanced fine isotope structure observed for acetaminophen-sulfate using 70 Hz LC-MS ES’
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