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What distinguishes QBT from other
SBML-compliant tools?

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

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

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

A Workgroup server
A API ot add new data types and helper apps
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NHLBI Research at the Bethesda Campus

NHLBI Intramural
Research “TART.
50 Principal Investigators . 7/ /..
in 5 centers |

Genomics /
Microarray Core
2500 arrays/yr

ABI 4700 MALDI-TOF/TOF MS

& high-speed, high-sensitivity instrument with a
L sample autoloader that allows high throughput
= sample analysis...

Proteomics Core
40 Projects /
month

Einnigan FT-ICR | C-MSfMS

T® The Finnigan FT-ICR Mass Spectrometer displays
very high mass resolution (100,000 at mfz=500)

N and mass accuracy (<1-2 ppm) and is valuable for
= differentiating structurally similar peptides...
il

Shimadzu Axima MALDI TOF MS

The superior performance of the AXIMA-CFR™plus
with improved resolution and mass accuracy
provides increased confidence in mass fingerprint
for protein ID.

Division of Intram

Clinical Research

MRI flow tracking ofblood traversing the heart chambers

Ettan Gel Spot Handling Workstation

il The workstation carries out automated gel spot-
1 ' picking, in-gel digestion, and samplefmatrix
‘ spatting onto MaLDI-plates ...

P [

K
Finnigan ProteomeX workstation, an LC-MS/MS system

Fﬂ? The system performs 10- or 20-LC/MS analysis
- -'5-_ which consists of a Surveyor Autosampler, two
-i

1 A Surveyor LC pumps, and Deca XP plus ion-trap
HMm® % mass spectrometer. It uses BioWarks for database
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Biologically relevant sites of regulation (far from exhaustive)
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Ontology-driven Model Editor



