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The GenomeDK Cluster 



The GenomeDK Cluster Home Page 

www.genome.au.dk 
 



GenomeDK System Info - Nodes 



GenomeDK System Info – Storage and Backup 



GenomeDK – Help Pages 



GenomeDK – Help Page Example 



Load on the GenomeDK Cluster 



Accumulated Costs 



CID Cluster Specifications (preliminary) 

• Integrated with existing GenomeDK cluster at Aarhus 
University  

• Two types of nodes 
• 1 node with 24 cores and 1 TB RAM (RAM demanding data 

analysis) 
• 40 nodes with 16 cores and 64GB RAM per node (CPU-

demanding data analysis).  
• 100TB data storage with backup  
• Continous upgrades of any hardware can be performed, if 

needed 



WP 2 Aims  

• Establishment of a CID genomics breeding decision support 
system 

• A resource that will complement existing breeding activities 
(traditional and genomic selection breeding programs)  

• Build on: 
• Sequence data available through public databases  

• Genomes, transcriptomes, SNPs…… 
• Molecular pathway information 
• Published trait information 

• Proprietary data is not a requirement - can optionally be 
included 

• A strategy for integration of phenotyping and genotyping data 
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Data Integration – a Gene Centric Appoach 



Wang et al. 2014 
Nature Communications 



Trait understanding  

• Trait will be broken down into precise biological and 
physiological terms in order to focus on relevant processes 
and facilitate gene discovery for trait improvement 
 

Root 
improvement 

Hormone 
regulation 

Auxin 
pathway 





Trait understanding 
 





• A ressource that will complement 
existing breeding activities 

• Output in a format that can be 
integrated in Genomic Selection and 
traditional breeding programmes 

• Can improve GEBV in GS  


