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What distinguishes QBT from other 

SBML-compliant tools?

ÅPrimarily a tool for non-computational 
biologists to construct, annotate and evaluate 
models.

ÅDesigned to support projects with high-
throughput data sets (microarrays, 
sequencing, GWAS, proteomics)

ÅIntelligent tools to access Ensembl (and 
other) annotation data

ÅWorkgroup server

ÅAPI ot add new data types and helper apps



NHLBI Intramural 

Research

50 Principal Investigators

in 5 centers

Genomics / 

Microarray Core

2500 arrays/yr

Proteomics Core

40 Projects / 

month
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Biologically relevant sites of regulation (far from exhaustive)



Ontology-driven Model Editor


