Visualization of omics data
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Input files

* Atextfile is a file formed by alphanumeric characters, line breaks and tabs.

* Text files can be opened without any special software.

Word Online A really cool file - Saved to OneDrive
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BoxPlotR

Box plot (or whisker plot) are commonly used to

compare datasets.
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Normalized data from microarray experiment GSE68421
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Expression of the gene ISG15 among several group
of patients (GSE48452)




BoxPlotR

What shows a box plot?
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BoxPlotR

Variants of box plot: violin plot and bean plot
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Box plot (left) and violin plot (right) from bimodal (1), uniform (2) and normal (3) distributions



BoxPlotR

Variants of box plot: violin plot and bean plot
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Source: https://datavizcatalogue.com/methods/violin_plot.html
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Source: Kampstra, P. (2008). Beanplot: A Boxplot Alternative for Visual Comparison of Distributions.




BoxPlotR

* Accepted file formats:
- Tab, comma or semicolon separated files

* Data Structure
— The first row Is used to assign column names.
- The other rows only with numeric values

* |t Is possible to paste data directly.

http:/Ishiny.chemgrid.org/boxplotr/



http://shiny.chemgrid.org/boxplotr/

Heatmapper

A heatmap is a graphical
representation of data
where the individual
values contained in a
matrix are represented as

colors
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Source: https://bitbucket.org/nsegata/metaphlan/wiki/MetaPhlAn_Pipelines_Tutorial



Heatmapper

* Accepted file formats:

— Tab separated files with extensions .txt, .dat, .tsv or .tab.
- First sheet of a Excel file with extension .xIsx

* Data Structure
— The first (header) row Is used to assign column names.
— A column labeled UNIQID is required. (or a NAME column)

- If a column labeled NAME exists (optional), it will be used to assign row
names.

— Any additional columns containing non-numeric data will be ignored.
- Data values can be positive or negative numbers.

* Input data can have up to 2500 rows and 300 columns

http://heatmapper.cal



http://heatmapper.ca/

Exercises
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