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• Aims
• Standardize core assays and experimental protocols

• Coordinate and facilitate data sharing

• Improve functional annotation of animal genomes

🐷🐔🐴🐟🐄🐑🐐

• What is FAANG ?
Functional Annotation of ANimal Genome

www.faang.org

https://www.faang.org/
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• FAANG Data Portal
https://data.faang.org

https://data.faang.org/
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• Funded by the ANR in a call for open science projects

• Aims
• Interactive visualization 

• RNA-Seq

• ChIP-Seq, ATAC-Seq

• DNA methylation

• Automatically process new data

• Encourage FAANG data usage

• VizFaDa
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• Data Processing Overview
From FAANG data to Clustered Heatmaps
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• Data Processing Overview
From FAANG data to Clustered Heatmaps
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Clustered 
Heatmap
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Data
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• Data Processing Overview
From FAANG data to Clustered Heatmaps
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• Example of visualization
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• ChIP-Seq processing

H3K4me3

Peaks

Input

FADS2

Jaccard index on peaks
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• ChIP-Seq annotated by target
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• Epigenetic profiles
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• Epigenetic profiles
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• Epistack
• R package created by 

Safia Saci and 
Guillaume Devailly

• Epigenetic profiles
H3K4me3 ChIP-Seq in Bos taurus cerebellum 
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• Web app improvement
• UX/UI improvement

• Allow user to add their own data

• Processing
• Add support for DNA methylation data

• Automatically integrate new data

• Add VizFaDa to FAANG data portal

• Work in progress



p. 19Visualization of FAANG data with VizFaDa

07/07/2022 – Laura Morel

• Acknowledgements

• Guillaume Devailly

• Sylvain Foissac

• Peter Harrison

• Alexey Sokolov

• Safia Saci



p. 20Visualization of FAANG data with VizFaDa

07/07/2022 – Laura Morel

Thank you for your attention
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• Web Application
Example: RNA-Seq data of liver tissue in cows
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• FAANG Data Portal
https://data.faang.org

https://data.faang.org/

