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Galaxy Docker image

Docker image to launch Galaxy in seconds:

 

...then browse to http://localhost:8080/ 

docker run -d -p 8080:80 quay.io/bgruening/galaxy:20.09

http://localhost:8080/


Galaxy Docker image

Image based on Ubuntu 18.04 LTS

Embeds the Galaxy web app + PostgreSQL db + ftp server + Reports web app...

Persist all data by mounting a single directory: /export/

https://github.com/bgruening/docker-galaxy-stable 

https://github.com/bgruening/docker-galaxy-stable


Galaxy Docker image

Configure by setting environment variables

Jobs run inside the container by default, but can be configured to run externally

Comes with default Galaxy Tools



Galaxy Flavours

Docker images with preinstalled tools, workflows, data

Examples:

- RNA Workbench
- Genome Annotation
- Metagenomics
- Proteomics
- Imaging
- Workflow4Metabolomics
- HiCExplorer
- deepTools
- …

List on https://github.com/bgruening/docker-galaxy-stable#list-of-galaxy-flavours--toc 

How to create your own?

https://github.com/bgruening/docker-galaxy-stable#list-of-galaxy-flavours--toc


Tools install

Tool list in standard YAML format

“install-tools” command inside the container

install-tools /path/to/tool_list.yml



Workflows install

Workflows in .ga format, downloaded from a Galaxy instance

“workflow-install” command inside the container

workflow-install --workflow_path /path/to/workflows/ -g \ 
http://localhost:8080 -u $GALAXY_DEFAULT_ADMIN_USER -p \ 
$GALAXY_DEFAULT_ADMIN_PASSWORD



Populating data libraries

Data library content in standard YAML format

“setup-data-libraries” command inside the container

setup-data-libraries -i /path/to/library_data.yaml -g \
http://localhost:8080 -u $GALAXY_DEFAULT_ADMIN_USER -p \ 
$GALAXY_DEFAULT_ADMIN_PASSWORD



Running Data Managers

Data manager runs in standard YAML format

“run-data-managers” command inside the container

run-data-managers --config /path/to/data_manager_rna_seq.yaml -g \ 
http://localhost:8080 -u $GALAXY_DEFAULT_ADMIN_USER -p \ 
$GALAXY_DEFAULT_ADMIN_PASSWORD



Creating your own Galaxy Flavours

Create your own Docker image, based on quay.io/bgruening/galaxy



Creating your own Galaxy Flavours

Create your own Docker image, based on quay.io/bgruening/galaxy

Build locally (docker build)

or make it public on GitHub and have it built by hub.docker.com or quay.io



Galaxy Training Network Docker images

All tutorials in GTN have a corresponding Docker image built automatically


