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Figure 5. Workflow comparison between TraceFinder, Chromeleon and iRC Pro
SW. A) Both TraceFinder and Chromeleon SW can use one software platform for
data acquisition, processing, and reporting. When instrument method,
processing method, reporting template and injection sequence are defined and
9T A ready, one click will initiate sample sequence submission with automated
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completeness of a start-to-finish strategy, both TraceFinder and behind-the-scene built-in peak integration, calculation method, and reporting
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evaluation. Figure 3. Comparison of integration algorithms for concentration calculation

(%RSD) was performed using low and high concentration QC samples from

different batches with low and high quality. The results from three software using " The three software paCkageS’ Thermo Scientific TraceFinder

Liquid Chromatography Mass Spectrometry different peak integration algorithm are consistent. The results suggest %RSD SW version 4.1, Thermo Scientific Chromeleon 7.2 SW, and
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Figure 4. The completeness of a start-to-finish strategy. All three software MSACL EU 2019 POSter #266

could streamline and automate the workflow from samples to reports. iRC PRO
SW has built-in data report and meta-calculations, while both TraceFinder and
Chromeleon SW need a plug-in template to include those functions. The plug-
in templates can add value of reporting adeptness and flexibility and be
tailored to user needs. For easy of use, iIRC PRO SW is very simple and

Figure 1. Software comparison between TraceFinder, iRC PRO and Chromeleon straigh.t-.forward, and easy to.learn, but needs to import datafr.or.n. data .
SW was performed using a workflow of inborn errors of metabolism by LC-MS acquisition software. TraceFinder and Chromeleon SW could initiate reporting Therm0 Fisher

flow injection analysis on a Vanquish Flex system coupled to a TSQ Endura or function from sample sequence submission, with even |ess manual
Fortis mass spectrometer. intervention for end user. However software learning curves for method S C | ENT I F I C

development user are longer than for iRC Pro SW.
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