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What is Galaxy?

● A web-based research environment (just like a web site)

● Users

○ log in

○ select a tool/program to run

○ upload their input data

○ click on execute button

and Galaxy

★ executes the computations on the cluster

★ fetches the output data

… no previous knowledge in command-line and terminals is required



Galaxy is an open source code and has many instances in the world 

(1 mln jobs / 11k users a month / 9k tools )

Galaxy USA:

https://galaxyproject.org

Galaxy Europe:

https://usegalaxy.eu

Galaxy Australia:

https://usegalaxy.org.au/



‐ rna.usegalaxy.eu
‐ clipseq.usegalaxy.eu
‐ metagenomics.usegalaxy.eu
‐ hicexplorer.usegalaxy.eu
‐ cheminformatics.usegalaxy.eu
‐ proteomics.usegalaxy.eu
‐ imaging.usegalaxy.eu
‐ metabolomics.usegalaxy.eu
‐ ecology.usegalaxy.eu
‐ nanopore.usegalaxy.eu
‐ singlecellomics.usegalaxy.eu
‐ humancellatlas.usegalaxy.eu
‐ virology.usegalaxy.eu
‐ climate.usegalaxy.eu
‐ streetscience.usegalaxy.eu
‐ ml.usegalaxy.eu

Communities sharing one coherent framework



Let’s start : https://galaxy.educloud.no



If you have an educloud account : LOGIN with your Educloud credentials



If you do not have an educloud account : Apply for project ec73



Galaxy is intuitive and easy: everything is on one screen



Galaxy on FOX (UiO) outlook



Galaxy use case

Bioinformatics analysis with Galaxy



Bioinformatics challenges

Manage storage 

requirements &

compute power

Automate & scale-up 

complex analysis

Maintain scientific 

reproducibility

Bioinformaticians 

need to

Bioinformaticians have multiple options

● Galaxy

● SLURM & HPC

● Workflow managers



Biologists & Clinicians

Automatic
● Parameter recorded
● Extract/build workflows

Target audience

Reproducibility

● Intuitive Web GUI
● Zero coding required
● Point & click
● Focus strictly on data

Infrastructure Admin-Managed
● Zero user setup
● Log in and analyze on provided clusters

Galaxy for 
bioinformatics



Simple analysis using Galaxy

A

Workspace
Create isolated history.

B

Stage/Import data
Load reference datasets.

C

Parameter setup & run
Execute BWA alignment.

D

View results
Review BAM outputs.

STAGES
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Empowering research?

Galaxy

Do not have direct access to HPC?
or

Biologists & Clinicians?

When & Who



galaxy-workflow-demo.mp4

Workflows - a sequence of tasks

http://drive.google.com/file/d/1qUpF8QswDN4MLu5xfOSnR-WoCpLKmJHs/view


https://workflowhub.eu/



Sharing data and procedures



Visit Galaxy Training pages 

Just click here 

in the top menu:

https://training.galaxyproject.org/training-material/



Time for questions

Contact and user support

hpc-drift@usit.uio.no
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