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On global profiling accuracy and the effect of instrument sensitivity
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' ' ' Novel, high sensitivity HR-TIMS MS allows for working at ~ten-fold higher sample dilution compared to conventional QTOFs
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The observed quantitation of a given analyte introduced for Ini%ség SRNIS672 110512465, Fig. 1: A) Base Peak Chromatograms (BPC) of diluted NIST SRM 3672 urine samples, acquired using similar data acquisition modes (2ul injection volume,
mass spectrometry via electrospray lonization IS 3 ; | positive ion mode, SHz acquisition speed, 3D MS mpde) on different MS platfor.ms and urine di.lutions. Top: BPC of 1:5 Qilgted urine.a.cquired on the. novel
, . Conventional QTOF timsMetabo platform, showing signal saturation. Middle: BPC of 1:50 diluted urine sample on timsMetabo, displaying similar intensities to the 1:5 diluted
Commonly influenced (Suppressed or enhanced) by the § NIST SRM 3672 Urine urine sample measured on a conventional QTOF platform. Bottom: BPC of 1:5 diluted urine sample measured on a conventional QTOF platform.
simultaneous presence of other, potentially biologically 1 uﬂﬂw W diluted 1:5 B) Sev.eral.tentatively annotated analytes were inve.stigated across the mass and retention time range. E.xtract.e'd ion Chromatqgrams supporttheinitial
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unrelated, analytes. This so-called "matrix effect” may be measured on a conventional QTOF platform.
measured and corrected in targeted analyses using
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metabolite  measurement is  easily compromised. 08 1 4 (i.e. 4D TIMS-MS) mode. (Note: Results and conclusions from both experiments were similar.
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