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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.
	What is the main role of a bioinformatics in present biological research and development area?
	[3M]

	2.
	Write types of database. 
  







	[3M]

	3.
	Explain briefly about the BLOSUM matrices.                                                         
	[3M]

	4.
	Write a note Phylogeny & Phylogenetic tree 
                                                             
	[3M]

	5.
	Write a short note on Gene Mapping.        





 
	[3M]

	6.
	Describe primary and secondary structure of protein.    



 
	[2M]

	7.
	Write a short note on NCBI.








	[2M]

	8.
	Write the difference between global & local alignment.  



 
	[2M]

	9.
	Explain ADMET and write its importance.




             
	[2M]

	10.
	Discuses the merits and demerits of any tool used for protein structure prediction. 

	[2M]











Part – B


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

	
	b)
	Define Bioinformatics. Discuss the objectives and applications of bioinformatics in detail.  
	[5M]

	
	
	
	

	12.
	a)
	What is biological database? How do you classify based on their source of data?   
	[5M]

	
	b)
	Describe the following, Swiss-Prot, PDB, SCOP, and CATH.                                
	[5M]

	
	
	
	

	13.
	a)
	Construct a Dot Matrix plot for the given sequences AATGCAATCG and ATGCAATCG.
	[5M]

	
	b)
	Discus Neddleman-Wunsch Algoritham with suitable example.                                             
	[5M]

	
	
	
	

	14.
	a)
	Describe Multiple Sequence Alignment giving emphasis on CLUSTER W.  
	[5M]

	
	b)
	Write a short note on: Multiple sequence alignment and Gene prediction.           
	[5M]

	
	
	
	

	15.
	a)
	Explain Human genome project.                   
	[5M]

	
	b)
	What is the Sanger sequencing method?      
	[5M]

	
	
	
	

	16.
	a)
	Explain the role of bioinformatics in drug design. 




	[5M]

	
	b)
	What is protein ligand docking explain with varies examples in drug design.  
	[5M]

	
	
	
	

	17.
	a)
	What are the Open source tools for bioinformatics?  
	[3M]

	
	b)
	Write a note on ZINC databases.                              
	[3M]

	
	c)
	Write a note on following scoreing functions    i) PAM
   ii) BLOSUM        
	[4M]

	
	
	
	

	18.
	a)
	What are BLAST & FASTA? Explain the steps used in sequence alignment using BLAST or FASTA.
	[4M]

	
	b)
	What is homology modeling? Explain its use in protein structure prediction.
	[3M]

	
	c)
	Write the importance of Dynamic programming in sequence alignment.
	[3M]
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