
A general introduction to
Galaxy
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What is Galaxy?
• Galaxy is a WEB application for data analysis focused on biological
applications.

• Galaxy offers common ground for biologists and bioinformaticians!
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Why Galaxy?
• “The Galaxy Project: Online bioinformatics analysis for ALMOST
everyone”

• Avoids the dogma: bioinformatics = command line
• Allows to focus on the biological question and analysis, not on syntax
and tool installation

• Allows to chain tools to create workflows
• Allows to track and archive all analyses
• Increased reproducibility
• Easy sharing
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Connection to a Galaxy instance
A lot of public instances exist :
- https://usegalaxy.org/
- https://usegalaxy.fr/
- https://usegalaxy.eu/
- …

There are also specialized instances with thematic tools
(metabolomics, single cells, plants, etc.).
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TOOL HELP
TOOLS

TOOL SETTINGS
Data upload
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Download Information(location, dates,tools)

Tool reloading Visualization tools

Display dataset onmain screen Edit datasetattributes Delete (archive)

Annotations/Tags

Preview

Datasets
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In queue
In progress
Successfully finished
Finished with error

Dataset status
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File formats (datatypes)
• Generic formats:

• tabulated format, Excel, HTML, xml, jpg, zip...

• Standard bioinformatics formats:
• FASTQ, FASTA, SAM/BAM, bed, GFF...
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Tools
• Generic tools

• manipulation of text files, spreadsheets...

• Standard bioinformatics tools
• DNA-seq, RNA-seq, ChiP-seq, variant identification, metagenomics...

• Many tools can be installed from the Toolshed (~App store)
• 10,556 tools available as of 17/06/2025
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Workflows

• Automate repetitive analyses
• Standardize analysis pipelines
• Easy to share
• Easy to reproduce 11


