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Boxplots Provide Demographic Context Data Structure Future Directions
Figure 3: Each biomarker in the database has an associated boxplot which displays sample-level information of relative
abundancies. Annotations provide information about the corresponding cat’s age and sex, connecting demographics to potential « CATalog was written in R using the Shiny framework which provides a - : " - u
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displayed to the user in the form of a boxplot with other species. This is currently in development as ‘PeptideBrowser’.
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