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Interpreting a HiC heatmap
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Common scales and data transformations
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Integration with other tracks
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Aggregate analysis
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Common HiC data visualization tools

Heatmap
- Juicebox, HiGlass, HiCExplorer

Triangular heatmap
- HiGlass, WashU epigenome browser

Linear tracks
- UCSC genome browser, HiCExplorer

Arcs
- WashU epigenome browser




Command Line Tools

Use in reproducible workflows

- HiCexplorer
- HiPlotter




Practical

- Juicebox
- HiCExplorer




Resources

http://aidenlab.org/juicebox/

http://higlass.io/

https://hicexplorer.readthedocs.io/en/latest/
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