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FIGURE 1. Orbitrap full scan base peak chromatograms of sample control, A, B, C,
and D using fast chromatograph
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FIGURE 2. Orbitrap full scan Base peak chromatograms of sample control, A, B, C,
and D using normal-speed chromatography.
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FIGURE 3. Fast chromatography extracted ion chromatograms for the MH+ signals
for the spiked analytes in sample B. Total separation time was under 15 minutes
(5ppm accurate mass filter limit).
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FIGURE 3. Normal-speed chromatography extracted ion chromatograms for the
MH+ signals for the spiked analytes in sample B. Total separation time was under
36 minutes (5ppm accurate mass filter limit).
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Table 1. Mass accuracy of the detected analytes in sample B using the Orbitrap
mass analyzer.
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The raw data from each of the techrical replicates for samples A-D were analyzed using the SIEVE software package.
Figure 5 shons. ase- hror
algoritm for samples B and D n whi n aytes and 11 jones
and amphetamines. Differences in analyte concentratons are not evident in base-peak chromatograms as shown in figure
5

FIGURE 5. An example of the RT alignment for a portion of the base-peak
chromatograms for the technical replicates for samples B and D.
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FIGURE 6. A component table showing the components with the most significant
differences between sample B and sample D. The relative ratios between the two
samples are show as well as a significance score (p-value). Entries highlighted are
related to the spiked compounds

FIGURE 7. (A) A consolidated scatter plot of all component ratios for the B vs D
comparison. () Same data using filters of p< 0.02 and ratio of 1 to 50.
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FIGURE 8. A cluster analysis of the four spike samples and the control data using
the fast chromatographic method.
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