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Why do we need to make genome 

assembly accessible?

Fact:

Recent improvements in 

sequencing technologies and 

assembly tools promise to 

generate high-quality reference 

genomes for all species.

https://www.technologynetworks.com/genomics/articles/an-overview-of-next-generation-sequencing-346532



Why do we need to make genome 

assembly accessible?

Problem:

the genome assembly process is still laborious, costly, requires 

significant expertise.



Why do we need to make genome 

assembly accessible?

Solution:

make the pipeline freely accessible through the public

computational infrastructure (Galaxy), and provide the required

training (Galaxy Training Network).



Phase I



● Open source platform for accessible, reproducible, and transparent computational research

● Public computational infrastructure that provides a free analysis environment

○ European server: over 9000 CPU cores, 50TB of RAM, 4PB data storage

● The web-based graphical user interface allows interactive analyses

● Training infrastructure Service (Tlaas)

○ Private queue where only your training’s jobs will run

○ See how your students are progressing

● Galaxy Training Network (GTN) provides training material



Tool search panel History panelView panel



A web interface for each tool, so not command line skills are required for performing complex analysis



Jobs assigned to training groups preferentially run on a training machine with dedicated resources.



The GTN Materials in May 2022 has 260+ tutorials covering 23 topics, developed by over 260+ contributors!

https://training.galaxyproject.org/



GTN tutorial are characterized by:
● Constructed around a real-world research problems● Composed of alternating theory and practical sections● Self-contained; everything needed to complete them is bundled with the tutorial○ Datasets○ Lecture slides ○ Videos○ Workflows● No software installation is needed!
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Two training version available: extended and workflow-focused



Workflow Availability: IWC

https://github.com/galaxyproject/iwc



Genomes Assembled on public Galaxy instances

● 21 Genomes in 6 months
○ 10 birds, 2 amphibians, 2 fish, 6 mammals, 1 reptile

○ 5 more in the works

Florida Museum photos by 
Kenneth Krysko Jacob Drucker

Hawaii, United States
Macaulay Library ML 141519531

https://macaulaylibrary.org/photo/141519531?_gl=1*bzgajo*_ga*MTg0MDM5MTk5MS4xNjU4MDc4MTQ3*_ga_QR4NVXZ8BM*MTY1ODA3ODE0Ny4xLjAuMTY1ODA3ODE0Ny42MA..#_ga=2.38646244.617019946.1658078147-1840391991.1658078147
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