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Description and Scope

Recent advancements in high-throughput molecular biology techniques have led to vast amounts of genomic, proteomic, metabolomic, and cellulomic data to be mined and processed.  The fields of bioinformatics and computational biology have arisen out of the need to model, store, and mine these datasets.  The National Institutes for Health (NIH) defines bioinformatics as “Research, development, or application of computational tools and approaches for expanding the use of biological, medical, behavioral or health data, including those to acquire, store, organize, archive, analyze, or visualize such data. “ and computational biology as “The development and application of data-analytical and theoretical methods, mathematical modeling and computational simulation techniques to the study of biological, behavioral, and social systems.”  
This special session is designed for researchers who are working on the forefront of research in signal processing, data modeling, and data mining with applications towards molecular biology systems.  We are seeking high quality papers that have not been published elsewhere for inclusion in our special session.  Submitted papers will be peer reviewed for inclusion in the program and in the ISSPIT 2008 proceedings.  Accepted papers will be published in the Proceedings of IEEE ISSPIT 2008 and will be available via IEEE XPlore.  Acceptance will be based on quality, relevance, and originality.  
Potential topics include, but are not limited to:

· Sequence alignment techniques

· Sequence assembly and analysis
· Comparative genomics

· Evolution and Phylogeny

· Translational bioinformatics

· Genotype and SNP analysis

· Microarray and proteomics analysis, clustering and classification

· Applications for NextGen sequencing platforms

· Modeling of protein-protein interactions

· Pattern recognition in bioinformatics

· Data mining in bioinformatics

· Protein folding prediction

· RNA structure modeling 

· Systems biology

· Regulatory network analysis

Method of Submission
Prospective authors are invited to submit full-length, six-page papers in two-column format including diagrams and references.  Authors can submit their papers as PDF files through the online submission system found on the ISSPIT website: www.isspit.org.  The title page should include the author(s) name(s), affiliation, mailing address, telephone, fax, and e-mail address.  The author(s) should indicate their submission category as Bioinformatics and Computational Biology.

Important Dates
Six-page paper submission deadline

July 31, 2008
Notification of acceptance


September 15, 2008

Final Paper and Registration


November 1, 2008

ISSPIT 2008 conference


December 16-19, 2008

Special Session Chair
Eric Rouchka 

University of Louisville, USA

For additional information visit http://www.isspit.org/
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