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Where is 
Biowulf?





Software & Applications
• Multiple versions for ~1000 applications available
• Multiple versions of Python with ~500 packages each
• Multiple versions of R with ~1600 packages each
• Singularity for containerization 
• Via Open OnDemand:

• Jupyter
• Matlab
• RStudio
• VS Code
• and many more!

• https://hpc.nih.gov/apps/

https://hpc.nih.gov/apps/
https://hpc.nih.gov/apps/


Transferring Files on Biowulf
• https://hpc.nih.gov/docs/transfer.html

• Large data volume: Globus

• Medium/Large: scp/rsync/sftp using Helix 

• For convenient small transfers: Mounted hpcdrive

• Transfer directly from Biowulf to/from NIH Box/OneDrive: rclone or globus

• Transfer to/from cloud storage: globus

https://hpc.nih.gov/docs/transfer.html
https://hpc.nih.gov/docs/transfer.html
https://hpc.nih.gov/docs/globus/
https://hpc.nih.gov/docs/transfer.html#int
https://hpc.nih.gov/docs/hpcdrive.html
https://hpc.nih.gov/docs/hpcdrive.html
https://hpc.nih.gov/docs/transfer.html#box
https://hpc.nih.gov/docs/transfer.html#object


Know how – Training & Outreach

https://hpc.nih.gov/training/

https://hpc.nih.gov/training/


Training
• Online, self-paces classes 

• Introduction to Biowulf: https://hpc.nih.gov/training/intro_biowulf/
• Bash Shell Scripting: https://hpc.nih.gov/training/bash_class/

• Experienced User Guide: https://hpc.nih.gov/docs/ExpUserGuide.html
• Live action classes/recordings (Matlab,R, Deep learning)

• https://hpc.nih.gov/training/#past_classes

• BTEP Introduction to Biowulf 
• https://bioinformatics.ccr.cancer.gov/btep/classes/getting-started-with-unix-and-

biowulf

https://hpc.nih.gov/training/intro_biowulf/
https://hpc.nih.gov/training/bash_class/
https://hpc.nih.gov/docs/ExpUserGuide.html
https://hpc.nih.gov/training/#past_classes
https://hpc.nih.gov/training/#past_classes
https://bioinformatics.ccr.cancer.gov/btep/classes/getting-started-with-unix-and-biowulf
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Outreach
• Monthly Virtual Walk-in Consult via Teams

• Link on Training page- no need to register!

• Meeting with individual groups or 1:1

• Presentation to group or lab on campus 

• Biowulf 2026 Seminar Series

• https://hpc.nih.gov/training/biowulf-seminars-2026.html

• Cranky email from staff if/when you break something

https://hpc.nih.gov/training/biowulf-seminars-2026.html
https://hpc.nih.gov/training/biowulf-seminars-2026.html
https://hpc.nih.gov/training/biowulf-seminars-2026.html
https://hpc.nih.gov/training/biowulf-seminars-2026.html
https://hpc.nih.gov/training/biowulf-seminars-2026.html
https://hpc.nih.gov/training/biowulf-seminars-2026.html


‘Social Etiquette’ on Biowulf

• Please don’t stress the scheduler

• for inquiring about jobs, avoid using watch command 
• only use squeue every 2 minutes as this is how often the scheduler cycles
• Use sjobs, dashboard_cli, or the User Dashboard  instead 

• Do not run jobs on the Biowulf Login Node

• we ask that you limit your work on the Biowulf head node to light editing, code 
compilation, job submission, and reading output files

• Check out all the Biowulf Tools here:
• https://hpc.nih.gov/docs/biowulf_tools.html

https://hpcnihapps.cit.nih.gov/auth/dashboard/
https://hpc.nih.gov/docs/biowulf_tools.html
https://hpc.nih.gov/docs/biowulf_tools.html


Some things to keep in mind...

• Please do not use sudo, apt-get, dnf, or yum

• Biowulf user's do not have root access – they will not work

• Be mindful of copy and pasting things directly from the internet

• Especially when using chatbots

• If you have questions, please email us!



Live Demo: Getting started on Biowulf 

• With Open OnDemand
• Allows for users to work on the Biowulf cluster via web browser
• https://hpcondemand.nih.gov

https://hpcondemand.nih.gov/
https://hpcondemand.nih.gov/


Open On Demand 
https://hpcondemand.nih.gov/



Choose from any of these options

Then click ‘Launch’



This means your session is in the queue and loading



now it’s ready to run!



Click here to open terminal 



Now try some commands:

bwulf
sjobs –h



Questions?

• Email us!
• Staff@hpc.nih.gov



                 Thank you!
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