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23MBTC09–Bioinformatics 

CourseOutcomes: 

Aftercompletingthis course,the studentwill: 
CO1: Explain the contents and layout of the important biological databases and to search and 

retrieve. 

 CO2: Apply bioinformatics tools for sequence alignment and to find theevolutionary relationships 

 CO3: Explain the theory behind the gene-finding tools, different types of genomics and 

proteomics 

 CO4: Understand the steps involved in the analysis of structures of biomolecules and predicting 

their secondary and tertiary structures with various bioinformatics tools. 

 CO5: Develop a protein model/design a drug and predict its structure and function with various 

tools. 

 

Part– A (6 x 1= 6) 

Choose the correct answer 

1)  isadatabaseofcurrentsequencemapof human genome (CO1; K1) 

(a) OMIM  (b)HGMD  (c)GoldenPath  (d)GeneCards 

2) BLASTprogramisused in (CO2; K2) 

(a) DNAsequencing(b)Aminoacidsequencing(c) DNAbarcoding(d)Bioinformatics 

3) Alignmentmethod suitable foraligningcloselyrelatedsequenceis (CO2; K1) 

(a) Multiplesequencealignment  (b)Pairwisealignment 

(c)Global alignment  (d) Localalignment 

4) Allaresequence alignment toolsexcept (CO2; K4) 

(a) Rasmol  (b)BLAST   (c) FASTA  (d)ClustalW 

5) Whichofthe followingis NOT a genefindingprogram? (CO4; K1) 

(a) GeneMark (b)GeneLynx (c)GenScan (d)GRAIL 

6)   Which of the following is NOT a secondary structure prediction method for proteins?(CO4;K2) 

(a) SOPMA (b) GOR (c)  PSSpred (d)  Mfold 

 

 

 

 



Part– B (3 x 6= 18) 

AnswerALL questions. 

Answershouldnotexceed 400wordsortwo pages 

7) a)Comment onthebranches andapplications ofbioinformatics. (CO1;K3) 

Or 

        7) b)Givean account on Entrez.  (CO2;K4) 

8) a)Writeanoteonglobalalignmentalgorithms.  (CO2;K2) 

Or 

8) b)DiscussaboutPAMandBLOSUM. (CO4; K6) 

9) a)Writeanote onORFdatabases. (CO2; K1) 

Or 

       9) b)Write a note on primer designing.         (CO3;K4) 

 
 

Part– C (3x 12 = 36) 

AnswerALL questions. 

Answershouldnotexceed600wordsorthreepages. 

10) a)Writeanelaborate noteon genome andliterature databases. (CO1; K2) 

Or 

10) b)Explainindetailaboutclassificationofbiological databases.  (CO2;K3) 

11) a) Elaborate the need and importance of sequence alignment and add a note on pairwise 

alignment. (CO2;K2) 

Or 

11) b)Giveanaccount onmultiple sequence alignment. (CO2;K4) 

12) a) Discussthe approachesused bypopulargenefindingprograms. (CO4; K6) 

Or 

12) b) Whatarethemethodsdeveloped forthepredictionofRNA secondarystructure?(CO5; K3) 

 

**************** 

Staff in-charge: Dr.A.Shobana      No. of copies: 10 


	Class: I PG Time:2hours
	Major:Biotechnology                                                                                     Max.marks:60
	23MBTC09–Bioinformatics
	CourseOutcomes:
	Part– A (6 x 1= 6)
	Part– B (3 x 6= 18)
	Answershouldnotexceed 400wordsortwo pages
	Part– C (3x 12 = 36)
	Answershouldnotexceed600wordsorthreepages.

