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Retention times heatmap, all runs
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MS1 signal
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MS2 signal
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Total quantity/MS2 signal ratio
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MS1/MS2 signal ratio
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Precursors, 1% FDR
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Unique proteins, 1% protein-level FDR
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Mean peak FWHM, in minutes
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Mean peak FWHM, in MS2 scans
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Median RT prediction accuracy, minutes
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Median mass accuracy, MS2, ppm

[ Without correction
[ Corrected

]
O\‘?“ O\V O\V O\‘?“ Q\V O\‘?“ O\V O\V O\‘?“ Q\V O\‘?“ O\V o\‘?“ O\‘?“ \g O\‘?“ O\V o\‘?“ O\‘?“ \g O\‘?“ Y O\‘?“ O\‘?“
/ & &7 b‘o. ’ O(?/ bo / ,\Q ’ &7 & &7 OQ',/ e &7 b‘OQ.,/ &7 bOQ'// ,\og,/ &7 OQ.,/ &7 OQ-// O?/(/) &7 b‘o. ’
a4 %4 / 5% s / > (%% ,\'Q/ ,\'\,/ ,\"1,/ '\,3)/ N; / ,\?)/ N / ~ / '\'Cb/ ,\9/ ’19/ ,L'\,/ > ,1:5/ : /



Median mass accuracy, MS1, ppm
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Peptide characteristics

[ Average length
[ Average charge




Average missed tryptic cleavages
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Precursors, 1% FDR
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Median precursor CV, 1% FDR




Protein groups, 1% FDR
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Median protein group CV, 1% FDR




Gene groups, 1% FDR
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Median gene group CV, 1% FDR




