
Figure 1: Stacked bar chart showing the number of confident PSMs (Peptide-Spectrum-Matches) (left) and peptides (right) below
1% FDR (False Discovery Rate) lost (orange), shared (blue) and gained (green) when rescoring using (Prosit) compared to the

MSFragger [1] results.

Figure 2: Impact of different PTMs on retention time and the fragment intensities when compared to its unmodified peptide
counterparts. A spectral distance of 0.35 and delta iRT of 20 are commonly observed cutoffs in rescoring when differentiating

correct from incorrect matches.

Figure 3: Lineage of the data, highlighting the contribution and resources provided in the scope of this work to
facilitate accessibility of the datasets.
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