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I. Explain the advantages/significance of Gotoh’s algorithm with respect tosNeledlf’é;in}_, n-Wunsch
and Smith-Waterman algorithm. ) i

2. Discuss the cases in which you will prefer semi-global alignme,_g_t overglobal alignment. (2)

3. Discuss the role of sequence filters in the BLAST progyarﬁi”(‘?’»)
4. Why and how do we normalize the raw scores in theBLAST Ero gram? (3)

5. Is the BLAST program based on dynamic programmmg‘? Justify your answer with arguments.

)

6. Explain the different types of databag w1fh fespect to data type in bioinformatics. (3)




