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Influenza Viruses

• Viral Family: Orthomyxoviridae family (Single Stranded RNA
Virus).

• Types of Influenza Viruses: A, B and C Viruses.
• Type A

– Epidemics & Pandemics
– Affects Humans & Animals (all ages)
– Classified by Subtypes: Hemagglutunin(HA) &    

Neuraminidase (NA)

• Type B:
- Milder Epidemics
- Affects Humans only (mainly children)
- Not Categorized as HA or NA Subtypes

• Type C:
- No Epidemics
- Rarely reported in Humans



Why Is Influenza A Virus Such a Public
Threat?

• Antigen Drift: Variation
within the HN Subtype
(Less Danger)

• Antigen Shift: Variation
between HN Subtypes
(Pandemic)
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Why do we need an Integrated knowledge
base?

• To research on Flu Viruses.
• To predict future virus strains early.
• To develop vaccines timely.
• To Educate people on Influenza Viruses.
• To Identify Carrier hosts for Viruses
• To identify countries affected
• To identify number of people affected and lot more…

The pandemic clock is ticking, we just don’t know what time it is” (E. Marcuse)



Previous Work

•  Influenza Virus Resource by NCBI
     (National Center for Biotechnology Information)

• Influenza Sequence Database by Flu.Lanl.Gov

• Current Design: In support of CDC
    (Centers for Disease Control and Prevention)

•  Additional Features when compared to past work:
- Integrated Virus Vaccine Data
- Integrated Virus Outbreak Data
- Integrated Literature Data
- Dynamic and Static Queries
- Statistical Graphs
- Friendly User Interfaces
- Robust Design



http:// www.flugenome.org


