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Purpose: Align retention times without using explicit standards. This has several real- o _ _ _ o o _ _ _ _ o An interesting application of accurately knowing the time shift between data sets is that
time instrument applications, including increasing sample throughput for targeted Cross-correlation is an effective means of comparing sets of spectra, even when the Pierce™ Retention Time Calibration Mixture peptides as well as Promega™ 6x5 Our procedure was applied to 44 replicate analyses of 39 analytes in digested horse spectra can also be compared across the m/z dimension. For example, the data from
analysis and m/z recalibratio,n. m/z bins of the spectra are quite large (Figure 3a). The spectra can be additionally reference peptides were spiked into 200 ug of Pierce™ Hela protein digest standard plasma using 40 minute LC gradients, to test whether a different matrix with fewer Figure 10a exhibit a time shift of ~30 seconds at ~3150 seconds (Figure 11a). Subsets
compressed with a wavelet transform, which not only improves computational and analyzed unscheduled during 4x 40-45 minute gradients (Figure 6a). The resulting features than Hela digest would pose a problem. The estimation errors for various m/z of the corresponding spectra (Figure 11b) with Am/z = 2x10~* were cross correlated
Methods: MS1 spectra from a control experiment are stored and compared with throughput, but surprisingly also improves the quality of the cross-correlation. (Figure elution times (Figure 6b) of the standards offer a way to test the retention time bin sizes and compression had 6 sigma widths smaller than the typical base LC peak to obtain the m/z shift between them. Similar analysis of all the MS1 spectra in the
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