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Retention time deviations of data set P1
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Figure 1: Ground truth: Retention time deviation of File P1 2 plotted against
retention time of File P1 1 (fraction 00)
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Figure 2: Ground truth: Retention time deviation of File P1 2 plotted against
retention time of File P1 1 (fraction 20)
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Figure 3: Ground truth: Retention time deviation of File P1 2 plotted against
retention time of File P1 1 (fraction 40)
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Figure 4: Ground truth: Retention time deviation of File P1 2 plotted against
retention time of File P1 1 (fraction 60)
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Figure 5: Ground truth: Retention time deviation of File P1 2 plotted against
retention time of File P1 1 (fraction 80)
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Figure 6: Ground truth: Retention time deviation of File P1 2 plotted against
retention time of File P1 1 (fraction 100)
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0.1 Retention time deviations of data set P2
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Figure 7: Ground truth: Retention time deviations of File P2 2 and P2 3 plotted
against retention time of File P2 1 (fraction 00)
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Figure 8: Ground truth: Retention time deviations of File P2 2 and P2 3 plotted
against retention time of File P2 1 (fraction 20)
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Figure 9: Ground truth: Retention time deviations of File P2 2 and P2 3 plotted
against retention time of File P2 1 (fraction 40)
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Figure 10: Ground truth: Retention time deviations of File P2 2 and P2 3
plotted against retention time of File P2 1 (fraction 80)
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Figure 11: Ground truth: Retention time deviations of File P2 2 and P2 3
plotted against retention time of File P2 1 (fraction 100)
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Figure 12: Ground truth: The figure shows the retention times of features
in File P2 1 and File P2 3 (fraction 20). These features are matched in the
ground truth. Also shown is a longest increasing subsequence that contains
the maximum number of feature pairs that can be aligned without changing the
elution order within each map. At most 66 of the 88 pairs can be aligned without
elution order changes. The longest increasing subsequence was computed using
SeqAn (http://www.seqan.de).
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