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showcases a different part of the tool that the user experiences.
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Figure 1: The homepage. The default page is a welcome page that briefly describes the
tool and provides a changelog.
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Figure 2: The upload functionality. Genomics and proteomics data are ready to be
uploaded.
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Figure 3: Example 1 data. The screenshot shows additional physico-chemical properties
calculated and displayed to the user. The first 50 entries of the embedded FASTA files are
also displayed.
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Figure 4: Genomics filtering on Example 1 data. A filtering step is added to slice
the data from 2011-04-11 to 2011-04-27. Additionally, certain row numbers are omitted.
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Figure 5: Embedding for Example 1 data. The embedding of the resulting genomics
data is displayed (50 first entries). A clustering method is applied: OPTICS. A threshold
or a minimum number of samples for the method is set using a slider. To evaluate the
results in the high dimensional space, the t-SNE visualization is chosen.

6



Figure 6: Scatter plot matrix for selected features in physico-chemical data
set. Four features are selected: Inflow pH, Outflow pH, Inflow conductivity, and Out-
flow conductivity ; totalling 16 possible scatter plot combinations which are displayed as a
matrix using the small multiple idiom. A tooltip and a selection are available to investigate
certain data points and their characteristics.
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Figure 7: Triangular heatmap of all features in the physico-chemical properties
data set. A diverging color scheme palette is selected to showcase low and high corre-
lations with less emphasis on the mid-range values. A tooltip is available to investigate
specific heatmap cells.
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Figure 8: Example 2 transcriptomics data. A time series of selected features is
displayed as a line plot. Two features are selected: thrL and thrC. A categorical or
nominal encoding is carried out for each of the 11 reported types. The Tableau20 color
palette is used.
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