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Note:    a)  No additional answer sheets will be provided.

          

b)  All sub-parts of a question must be answered at one place only, otherwise it will not be valued.

          

c)  Missing data can be assumed suitably.








Part - A 



Max.Marks:25
Answer all QUESTIONS.
	1.
	Write a short note on the application of Bioinformatics.
	[3M]

	2.
	Write a short note on SWISS PROT.
	[3M]

	3.
	Differentiate orthologues versus paralogues.
	[3M]

	4.
	Distinguish cladogram versus phylogram.
	[3M]

	5.
	Write a note on Human Genome Project.
	[3M]

	6.
	Discuss Molecular Docking in brief.
	[2M]

	7.
	 Discuss the significance of Zinc database.
	[2M]

	8.
	Write the application of Multiple sequence alignment.
	[2M]

	9.
	Discuss the significance of protein-protein interaction in cellular physiology.
	[2M]

	10.
	Write a note on protein tertiary structure.
	[2M]










Part – B


   
 Max.Marks:50
ANSWER ANY FIVE QUESTIONS. EACH QUESTION CARRIES 10 MARKS.
	11.
	a)
	Define Bioinformatics. Write a short note on telnet.
	[5M]

	
	b)
	Discuss the history of Bioinformatics.
	[5M]

	
	
	
	

	12.
	a)
	Discuss the significance and organization of CATH.
	[5M]

	
	b)
	Discuss briefly any two databases of NCBI.
	[5M]

	
	
	
	

	13.
	a)
	Discuss Smith-Waterman algorithm for sequence alignment. Give an example of two sequence alignment using Smith-Waterman algorithm.
	[5M]

	
	b)
	Using Needleman-Wunsch algorithm, carry out global sequence alignment of the following sequences. GTTAACAGTA (Sequence #1), GCTAGGA (Sequence #2). Use  Match score=2, Mismatch score=1, Gap penalty=-2
	[5M]

	
	
	
	

	14.
	a)
	Write a note on Neighbor-joining method to construct the phylogenetic tree.
	[5M]

	
	b)
	Discuss the UPGMA method to construct the phylogenetic tree.
	[5M]

	
	
	
	

	15.
	a)
	What do you understand by homology modeling? Discuss methodology in detail.
	[5M]

	
	b)
	Discuss Shotgun sequencing method.
	[5M]

	
	
	
	

	16.
	a)
	Discuss intermolecular forces involved in protein-ligand interactions.
	[5M]

	
	b)
	How can Bioinformatics assist in Drug discovery? Discuss it in detail.
	[5M]

	
	
	
	

	17.
	a)
	Discuss scope of bioinformatics in post genomic era.
	[4M]

	
	b)
	Explain TrEMBL in brief.
	[3M]

	
	c)
	Write a short note on scoring matrices.
	[3M]

	
	
	
	

	18.
	a)
	Differentiate rooted versus unrooted tree.
	[4M]

	
	b)
	Briefly describe the salient feature of the Human Genome Project.
	[3M]

	
	c)
	Write a short note on QSAR.
	[3M]
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