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dia-PASEF Visualization Tool: a shiny App for data
visualization and exploration of dia-PASEF data
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Fig. 1. Experimental design for the test dataset. BSA peptides were spiked in

a human digest (Promega K562) to create a dilution series sample set, Fig. 5 Evaluation of instrument performance can

rapidly be assessed by the App. In this example, 15
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e W The dia-PASEF Visualization Tool, is a user-friendly app that provides a streamlined and efficient solution
peptide/Protein overlap for visualization and analysis of dia-PASEF results from several DIA software tools.
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| v st omiions Better data visualization can make it easier to identity patterns, trends, and relationships that may not be
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of interest and make informed decisions without having to manually sift through large amounts of raw

Fig. 2 The dia-PASEF Visualization facilitates the rapid generation of multiple data.
plots, enabling users to thoroughly investigate their data and make prompt
decisions.
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