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What distinguishes QBT from other 

SBML-compliant tools?

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

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

• Intelligent tools to access Ensembl (and 
other) annotation data

• Workgroup server

• API 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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Ontology-driven Model Editor



Editor features

• Nested models

• User defined shape, 

color, etc.

• SBGN mode

• Images as nodes

• Ontology-driven 

model checker 

w/suggested fixes



Import data. QBT ontology relates searchable entities 

with associated queries. (e.g. identify enzyme activity)



Pathways rank-ordered by representation in data 

set (KEGG, GO [then Reactome])



Basic simulation / data player



Simple Flux Analysis across 

experimental conditions



Novel aspects of QBT

• Use of ontology to manage new data types 
and user interactions

• Ability to add new data types and methods 
through API (add owl content and jar)

• Ability to associate helper applications

• Database access includes aggregator 
functions to combine user data with 
Ensembl and other sites’ data

• Interactive access to R environment
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Availability:

2008: Intramural (Beta)

3/2009: General Availability                


