[image: C:\Users\SYS\Desktop\sign.jpg][image: ]

Avinashilingam Institute for Home Science and Higher Education for Women
(Deemed to be University under Category ‘A’ by MHRD, Estd. u/s 3 of UGC Act 1956)
Re-accredited with ‘A+’ Grade by NAAC. Recognised by UGC Under Section 12B
Coimbatore - 641 043, Tamil Nadu, India

Master’s Degree Examination – March 2021
I Semester 

Class	    :  I M.Sc								               Time           : 3 Hours                                                                                               Major     :  Bioinformatics							               Max. Marks: 100

20MBIC04 Biological Databases and Sequence Analysis

                                                                         PART A                                       10 x 1 = 10       
           	Choose the Correct Answer

1. Margaret Dayhoff developed the first protein sequence database called 
    a. SWISS PROT				           b. PDB	
    c. Atlas protein sequence and structure	d. Protein sequence databank

2. Which of the following is an E.coli organism database?
    a. EcoGene		b. EcoBase		c. Eco Seq			d. ColGene

3. Which of the following is a protein sequence database?
    a. DDBJ			b. EMBL		c. GeneBank			d. PIR

4. All the following are protein sequence database except
    a. PIR			b. PSD		c. Swiss Prot			d. Embl

5. The information retrieval tool of NCBI GenBank is
    a. Entrez			b. STAG		c. Seqln			d. Text search

6. The first secondary database developed was
    a. PRINTS			b. PROSITE		c. PDB			d. PIR

7. Which of the following is a sequence alignment tool?
    a. BLAST			b. PRINT		c. PROSITE			d. PIR

8. Which is the sequence submission system in EMBL?
    a. Entrez			b. Webin		c. Sakura			d. Seqin

9. In which year did the SWISSPROT protein sequence database begin?
    a. 1988			b. 1985		c.1986			d. 1987

   10. Which of the following tools is used for the identification of motifs?
    a. BLAST			b. COPIA		c. PROSPECT		d. Pattern hunter







 



Part B		                                5 x 6 = 30
Answer ALL questions
Each answer should not exceed 400 words or two pages

11.a. Write short notes on importance of Biological databases .	
			(or)
11.b. Write short notes on types of BLAST. 

12.a. Explain about similarity searching .
			(or)
12.b. What is pairwise alignment? Explain it with any one example.

13.a. Explain the goals of  phylogeny. 
			(or)
13.b. Explain the importance of bootstrapping.

14.a. Write about regulatory region and its importance .
			(or)
14.b. Give short notes on different types of RNA .

15.a. Write short notes on ExPASy tools. 
			(or)
15.b. Explain about uses of neural network.
						 

						    Part C                                           5 x 12 = 60
 Answer ALL questions
Each answer should not exceed 800 words or four pages

16.a. Give a detail account on types of biological databases. 
			(or)
16.b. Explain about the information retrieval system.

17.a. Explain in detailed about scoring matrices.
			(or)
17.b. Described in detail about multiple sequence alignment.

18.a. Discuss in detail about properties and types of phylogenetic trees .
			(or) 
18.b. Described in detail about model-based phylogenetic inference.

19.a. Explain different methods of gene finding .
(or)
19.b. Explain in detail about prediction of secondary structure of RNA.

20.a. Give detail account on molecular visualization tool.
(or)
20.b. Described in detail about protein secondary structure prediction methods.
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Seek and Ye Shall Find





