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SHORT ABSTRACT 

 
The Genomics Virtual Lab (GVL) provides tools and resources for computationally intensive bioinformatics research,              
with emphasis on analysis of high-throughput sequencing data. 
 
Galaxy [1] is an open, web-based platform for data intensive biomedical research; with a user-friendly web interface                 
and no requirement for knowledge of bash scripting or programming for analysis of genome scale data. The GVL                  
maintains a production scale Galaxy Server, a tutorial Galaxy Server and a full mirror of UCSC [2] Genome Browser; all                    
implemented on the NeCTAR [3] Australian Research Cloud.. We offer easy to follow step-by-step tutorials for                
Galaxy, such as RNA-Seq (Differential gene expression using NGS) or Variant Detection. For advanced users we                
provide images for deployment of a scalable virtual computer cluster on the NeCTAR cloud, or a private customisable                  
Galaxy server with extra features such as built-in R Studio [4] and iPython Notebook [5]. 
 
GVL resources can be used by novice and skilled Biologists, Bioinformaticians and Bioinformatics Tool Developers. 
 
Resources are available in several platform versions: personal, aimed at individual researchers; server, aimed at               
small research groups; and managed, aimed at large teams or institutions. 
 
GVL has been under development for around two years and several of the GVL resources now have a track record of                     
real life use. This presentation will summarise the status of the GVL and present some case studies of the GVL in                     
action. 

GVL RESOURCES AND PLATFORM 

GENOME.EDU.AU 

 
GVL provides Researchers and Developers with a number of resources.... 

● Galaxy: perform reproducible analyses via a friendly user interface 
● Command Line Notebook: perform reproducible analyses with full command line access and a windows              

interface 
● Tutorials: learn analysis techniques 
● CloudMan [6]: manage your cluster on the cloud, dynamically add and remove nodes 
● UCSC browser: mirror of the UCSC Genome Browser 

...on several platforms on the NeCTAR Australian Research Cloud 
▪ Personal: Launch your own instance with your default NeCTAR allocation 
▪ Server: Launch your own analysis cluster on your research NeCTAR allocation, tailored to your needs 
▪ Managed: Use the GVL managed resources 

 
GVL Resource Features 

 Highlights Platform Biologist Bioinformatician Developer Learner 

Galaxy 
Friendly interface, 
Reproducible analysis 

GVL USE, Server,   
Personal 

♥♥♥♥♥ ♥♥   

Notebook 
Reproducible command 
line analysis 

Server, Personal  ♥♥♥♥♥ ♥♥♥♥♥  
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Tutorials Learn analysis techniques GVL LEARN ♥   ♥♥♥♥♥ 

CloudMan Manage your platform Server, Personal ♥ ♥♥♥♥♥ ♥♥♥♥♥  

UCSC Australian Mirror GVL BROWSE ♥♥♥♥♥ ♥♥♥♥♥  ♥♥♥ 

 
GVL Platform Features 

 Easy to Set up 
Command Line  
access 

Large Datasets 
Install Galaxy  
Tools 

Cluster/Virtual Lab 

Personal: GVL 
GET 

♥♥♥♥ ♥♥♥♥♥ ♥♥ ♥♥♥♥♥  

Server: GVL GET ♥♥ ♥♥♥♥♥ ♥♥♥ ♥♥♥♥♥ ♥♥♥♥♥[ 

Managed: GVL 
USE 

♥♥♥♥♥  ♥♥♥♥♥   

Managed: GVL 
LEARN 

♥♥♥♥♥  ♥   
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