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B.Tech.(BT) (2011 Onwards)   (Sem.–5) 
BIOINFORMATICS  

Subject Code :BTBT-505 
M.Code : 70506 

Time : 3 Hrs.                                                                      Max. Marks : 60 

INSTRUCTIONS TO CANDIDATES : 
 1. SECTION-A is COMPULSORY consisting of TEN questions carrying TWO marks 

each. 
 2. SECTION-B contains FIVE questions carrying FIVE marks each and students 

have to attempt any FOUR questions. 
 3. SECTION-C contains THREE questions carrying TEN marks each and students 

have to attempt any TWO questions. 
 

SECTION-A 

1. Answer briefly : 

  a. Write any two primary nucleic acid and protein databases. 

  b. With examples, show local and global alignment. 

  c. Write the full form of PAM and its significance. 

  d. How Bit score is different from Raw score? 

  e. Write short note on COGS. 

  f. How opening penalty is different from extension penalty? 

  g. Write about any one tool which is used to detect functional site in DNA. 

  h. Write short note on fold recognition. 

  i. Why maximum parsimony is called minimum evolution method?  

  j. Mention few applications of phylogenetic tree. 
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SECTION-B 

2. Describe any one protein structure database. 

3. With examples, explain dot blot method of sequence alignment. 

4. Explain any one substitution model which is used for phylogenetic analysis. 

5. How the refinement of the three dimensional protein structure model is done? 

6. Explain the neural network methods of secondary structure prediction. 

 

SECTION-C 

7. In detail, write about the algorithm of BLAST. Also discuss the different output parameters 
of BLAST. Also write the application of BLAST. 

8. Describe the heuristic methods of multiple sequence alignment (MSA). How MSA can be 
used to find conserved and consensus sequences? 

9. Describe different bioinformatics methods of eukaryotic gene prediction. 

 

 

 

 

 

 

 

 

 

NOTE : Disclosure of Identity by writing Mobile No. or Making of passing request on any 
page of Answer Sheet will lead to UMC against the Student. 
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