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● Data Intensive analysis for everyone without the need to 
master the command line

● Web-based (galaxyproject.org)
● Easy to use
● Free and Open Source
● Many tools (~9400 in the Galaxy Tool Shed)
● Popular (>11.900 publications)

What is Galaxy
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● Several large open server available:
– Galaxy Europe (UseGalaxy.eu)

– Galaxy Main (UseGalaxy.org)

– Galaxy Australia (UseGalaxy.org.au)

– Galaxy France (UseGalaxy.fr)

● Many other smaller, often domain-
specific Galaxies available
– e.g., https://ecology.usegalaxy.eu/ 

● List of all public Galaxies (135+)
– galaxyproject.org/use

Find a Galaxy Server
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● Go to any of the large 
server provider, e.g.,

– Galaxy France (UseGalaxy.fr)

– Galaxy Europe 
(UseGalaxy.eu)

● Create an account

● Confirm via specified e-
mail

● Log into your preferred 
server

Create an account
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The Workspace

TOOLS CENTER PANE HISTORY
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● Create and name new History
– Title: "GABIOMATIC SC2 WORKFLOW"

– Annotation: "Example of Galaxy workflow used in the GABIOMATIC Bioinformatics Workshop in Lambarene/Gabon"

● Go to "Upload Data"
– upload barcode02.fastq (specifiy that it is a fastq file)

– upload MN908947.3_reference_genome.fasta

● Add tool minimap2
– run on reference fasta and read fastq files

● Add tool ivar consensus 
– run on minimap2 bam file

● Add tool pangolin
– run on ivar consensus fasta file

● Go to - right to History
– Export Tools citation

Let’s use Galaxy.eu
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● Galaxy lets you perform complex data analysis right from your browser
– It enables access to computing infrastructure

– Circumvent the need to maintain local computing infrastructure

● Galaxy allows for public, collaborative, and private data and workflow handling
● These analyses are reproducible

– Galaxy keeps track of all the details of your analysis

– Galaxy allows for easy referencing of used tools

● Galaxy has a very large and active user community
– https://help.galaxyproject.org/

● There are many training materials available to learn Galaxy, facilitating making first 
relevant analysis
– https://training.galaxyproject.org/training-material/

Summary
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