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Problem set V:  Algorithms for nucleotide and peptide sequence analysis in Perl. 
 Team project.  Do any one.   
 Note that as many as four students may sign up for each problem. 
 
Given below are some landmark articles in the (brief) history of the bioinformatics discipline. These 
articles have presented strategies (algorithms) for sequence analysis, alignment and multiple 
alignment.  Pick any one article. You will probably want to consult the original article (you may need 
to use the UCSD Library if the journal is unavailable at SDSU or from the Internet), but you may 
also want to use web resources such as course sites that describe the algorithm.  Please provide a 
brief (1 paragraph) synopsis (a word .doc) of the paper cited to describe the strategy used by the 
author(s).  Please cite all references, including websites (e.g. http://www. ncbi.nlm.nih.gov/BLAST/), 
used to prepare your report.  Each team need only turn in one written report and one floppy disc. 
Every team member should contribute in some fashion to the final report. 
 
Write the simplest Perl program you can create to demonstrate the algorithm presented by the 
authors.  As necessary, create your own sample (short) data files to demonstrate operation of your 
coded solution; or, use a segment of published sequence data retrieved from public databases.  
Your program should first print out the original test data sequence, then perhaps intermediate 
results or choices/options to be selected by the user, and then any calculated results. It is essential 
that you comment liberally in your program regarding your solution strategy!  This is expected to be 
a team effort.  Note too that you are expected only to demonstrate the fundamental algorithm in the 
simplest way possible, not to duplicate the software developed by the original authors. 
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