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QOver the past few years NIAID has launched a number of initiatives to provide comprehensive genomics resaurces to the scientific
p Contact Us commurity conducting basic and applied research on organisms considered agents of bioterrorism or causing emerging or
re-emerging diseases, The avalabilty of genome sequences of pathogens, pathagen vectors and their disease hasts has apened
Up new research opportunities and wil allow scientists to systematically examing biological systems, such as those involving host
immune response to pathogen infection or to vacanation. There is a growing need for integrating genomics, proteamics,

bioche mical and microbiological information to faciitate the interpretation of the data and generate new scientific hypotheses and

Utimately new targets for diagnostics, drugs or vaccines.

The NIAID Bioinformatics Resource Centers (BRCS) will focus on data related to multiple organisms selected fram the NIAID lists of
Category A-C priority pathogens and other pathogens causing emerging and re-emerging diseases, Each Center maintains data
related to a selection of pathogens, (See awards page for more information.) Relational databases wil be established to collect &
variety of data types, such as genome sequencing, comparative genomics, genome polymarphisms, gene expression,

proteomics, host/pathogen interactions and pathways, Access to these data and their interpretation will be faclitated by
user-friendly web interfaces and state of the art analysis tools. In addition, training opportunities will be offered to the sdentific
community on the use and interpretation of the data contained in the database and the analysis tools avallable. The BRCs are
supported by multi-disciplinary teams consisting of pathogen domain experts, microbiologists, bioinformaticians and computer

scientists. For more information please refer to the original soliciation,

Source: http://www.niaid.nih.gov/dmid/genomes/betéilt.htm
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[ 18 April 2008
PATRIC Data Release and
Webszite Update,

Wiruses

Bacteria

[ 31 January 2008 [ Brecellz [ caliciviridae =
PATRI.C Cata Release and [ Coxiella [ Coronawirus
Wwebszite Update,
[i] Rickettsia [l Hepatitis A Virus

[ 15 October 2007
RPATRIC Data Release and
Webszite Update,

[l Hepatitis E Wirus

[ Lyssavirus

[ 17 August 2007
PATRIC Data Release and
Wwebszite Update,

s _ Assemble & Download Perform Comparative Perform Comparative
zhbsite Update, This i
Sequences of Interest Genomics Pathway Analysis

update contains significant
changes to the PATRIC website,
The changes were designed to
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Name, function and ortholog group of the structural

and non-structural proteins
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Features available at PATRIC for Hepatitis A

Ortholog Groups (14)

Genomes (59 Complete, 3781 Partial (< 6500 bp))
Phylogenetic Trees (Using ClustalW)

Feature Tables (List by Product description)

3D Structures (Available PDB Structures)

Literature (PubMed, GenBank)

Pathogen information (Pathinfo)

Additional Resources (Other than PATRIC)

Searches and Tools (eg. GO, TIGRFam, Blast, MUMmer)

Downloads (Data or Software)
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Ortholog Groups (Using complete genomes only)
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Feature Table (Genomes listed by polyproteins)
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Phylogenetic Tree for Hepatitis A virus (Based onV ~ P1 proteins)



Phylogenetic tree and Multiple Sequence Analysis (M SA) side-by-side



Literature (PubMed, GenBank submissions, SwissProt)
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Additional Resources (Links to relevant websites)



Example of Tools: MUMmer

MUMmer: Hepatitis A virus HA-JNGO04-90 vs. Hepatitis A virus HAJ85-1
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