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timsplot: A Python Shiny App for Visualizing timsTOF Proteomics Results
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In the dilution series, we identified up to 7,000 protein groups and
170,000 peptides. >2,000 proteins were identified with as little as
15 pg of sample injected
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= The timsplot code can be freely downloaded E.. =
and installed from GitHub. -
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= For the immunopeptides, we identified up to 5,000 proteins and
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