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A ‘global’ search was first conducted using a DIA library (.elib) against a PRM raw file (.mzml) using the mouse | =3lug - =18.9ug
genome FASTA as a background file. The resultant Percolator model file produced from this search was used as a set [ | . .
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Figure 4: Boxplot displaying the PEP for peptides in each dilution. The windows can be used in addition to decoys to
Repeat for each PRM in calibration curve majority of peptides above the LOD are below the 5% PEP. Increase confidence in detecting targets.
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