
BT 301     Bioinformatics and Computational Biology              (2-0-0-4) 

 

 

Introduction to bioinformatics; Gene bank sequence database; submitting sequences to database; 

Analysis of genome content and organization; Analysis of protein content and organization; 

Analysis of protein structures; Identification of signature motifs in proteins; Comparative 

genomics and proteomics.  

 

Basics of aligning nucleic acid and protein sequences; Phylogenetic analysis using internet; 

Secondary structure prediction; protein structure-function relationships; computational analysis 

of protein-ligand binding; enzyme catalysis and protein folding.   

 

  

 

Texts:  
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5. Biological Sequence Analysis: Probabilistic Models of Proteins and Nucleic Acids, Richard 
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