BT 310 Bioinformatics and Computational Biology Laboratory (0-0-6-6)

Molecular databases and their organization; Analysis of Restriction sites in a known DNA
fragment; Design of a specific PCR primer for an amplicon; Homology search algorithm;
Multiple sequence alignment and phylogenetic analysis; Gene identification strategies;
Identification of structural and functional motifs; Visualization and analysis of protein structure;
Homology Modeling of protein.
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