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Abstract Online Access

Emerging and re-emerging infectious diseases represent a significant challenge for next-generation vaccine IVAR  csisr isstsransisacis vaseis g8sii W
design and bioterror preparedness. We have composed a suite of online immunoinformatics tools for accelerated
design of genome-derived, epitope-driven vaccines generated from protein sequences. Using the Conservatrix
algorithm, even the most mutable pathogenic genomes may be probed for highly conserved segments, which are
then mapped for T cell epitopes and regions of high epitope density using EpiMatrix and ClustiMer. JanusMatrix,
an improved homology analysis tool examining pathogen/host sequence similarity with respect to the HLA and
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With proof of principle established in animal models for vaccines against tularemia, Vaccinia and H. pylori, the 006 T r— analysis
IVAX toolkit exemplifies a rapid, efficient, easily accessible and broadly applicable solution to accelerate the Vaccine o and
development of critically important vaccines for human health and biodefense. Genome to ri%i“&“:”“ Cancel data management
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For questions regarding immunogenicity prediction services and deimmunization options, please contact: Anthony Marcello at 401-272-2123, ext. 149; or at amarcello@epivax.com www.epivax.com



