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INTRODUCTION

The Biodefense/Public Health DataBase (BioHealthBase) BRC focuses on
six priority pathogens to help fill in gaps in genomic and other data
critical to scientific researchers. The six pathogens are Francisella
tularensis bacteria; Influenza (flu) virus; Mycobacterium tuberculosis
(TB) bacteria; Microsporidia parasites; Giardia lamblia (giardiasis)
parasite; and Ricinus communis (castor bean) plant (toxin).

BioHEALTHBASE OFFERS

° Integrated data sets from NCBI, UniProt, Pfam, BioCyc, IEDB,
and other sources

°  Web-based data-mining and visualization tools

e Structural features and functional annotations for gene
and protein sequences

° Metabolic and signaling pathway annotation
° Host-pathogen interaction models

° Protein localization and operon predictions (bacteria)
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Our Mission

The primary mission of the BioHealthBase system is to assist scientific
researchers in their development of vaccines, therapeutics, and
diagnostics. The National Institute of Allergy and Infectious Disease
(NIAID) Division of Microbiology and Infectious Diseases (DMID)
recognizes the challenge posed by bioterrorism, the emergence of
disease due to drug-resistant variants of eticlogic organisms. DMID has
envisioned a consortium of Bisinformatics Resource Centers (BRCs) for
Biodefense and Emerging/Re-emerging Infectious Diseases that will
provide information technelogy (IT) support for experimental studies of
pathogenic organisms that could be used for biowarfare and bioterrorist
activities, many of which also pose an ongoing threat to public health.

FUTURE DIRECTIONS

Future releases of BioHealthBase are planned to include an automated
genomic annotation pipeline, comparative genomics analysis,
proteomics data tools, enhanced visualization tools for 3D protein
structures, and molecular interactions and cellular networks with a
user-friendly interface for data retrieval and analysis.
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