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Figure 1: Setting ‘Filters’ in Proteome Discoverer allows the user to control which peptides are shown
in the ‘Proteins’ tab. Here the user has added ‘Peptide Confidence’ three times, one with a ‘Unknown’
setting, the second with ‘Low’, and the third with ‘Middle’. All three filters have ‘Inverted’ checked off to
make them NOT filters. This leaves only those peptides whose confidence is high to be displayed.



