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Multiple Choice Question       1*30=30 
 

1. In ER model, dashed ellipses are used to donate 
a. Multivalues attributes 
b. Derived attributes 
c. Single attributes 
d. Weak attributes 

2. Which of the following allows us to uniquely identify the entity in entity set? 
a. Key 
b. Domain 
c. Tuple 
d. Row 

3. Which type of data can be stored in the database? 
a. Image oriented data 
b. Text, files containing data 
c. Data in the form of audio or video 
d. All of the above 

4. A distributed database has advantage over centralized database on what point 
a. Software cost 
b. Software complexity 
c. Slow response 
d. Modular growth 

5. Genomics deal with 
a. Genome data 
b. Gene data 
c. Gene Ontology data 
d. All 

6. Fasta format is  
a. Protein sequence file format 
b. Protein structure file format 
c. Sequence file format 
d. Nucleotide file format 

7. Secondary database example 
a. NCBI 
b. PDB 
c. SCOP 
d. DDBJ 



8. What is the best time complexity of bubble sort? 
a. N^2 
b. NlogN 
c. N 
d. (NlogN)^2 

9. If the number of records to be sorted is small, then …… sorting can be efficient. 
a. Merge 
b. Heap 
c. Selection 
d. Bubble 

10. Which of the following sorting algorithm is of divide and conquer type? 
a. Bubble sort 
b. Insertion sort 
c. Merge sort 
d. Selection sort 

11.  Which of the following is not the required condition for a binary search algorithm? 
a. The list must be sorted 
b. There should be direct access to the middle element in any sublist 
c. There must be a mechanism to delete and/or insert elements in the list. 
d. Number values should only be present 

12.  What is motif? 
a. Protein structure 
b. Protein sequence 
c. Conserved sequence 
d. Pattern  

13. Say the correct consequences 
a. Chromosome , DNA, Gene 
b. DNA, chromosome, gene 
c. Chromosome , gene, DNA 
d. None 

14. MEME software represents the result of ………………….. 
a. Domain 
b. Motif 
c. Motif logo 
d. Domain structure 

15. Two main measures for the efficiency of an algorithm are  
a. Processor and memory  
b. Complexity and capacity 
c. Time and space  
d. Data and space 

16. What is the type of the algorithm used in solving the 8 Queens problem?  
a. Greedy  
b. Dynamic  
c. Branch and Bound  
d. Backtracking 

17. __________ is the maximum number of steps that can executed for the given 
parameters  



a. Average case  
b. Worst case  
c. Time complexity  
d. Best case 

18. Which of the following properties are necessary for an Algorithm?  
a. Definiteness  
b. Correctness  
c. Effectiveness  
d. A and C 

19. In a protein sequence alignment, _________ refers to the percentage of matches of the 
same amino acid residues between two aligned sequences.  
a. sequence identity  
b. sequence homology  
c. sequence similarity  
d. sequence non homology 

20. __________ alignment does not assume that the two sequences in question have 
similarity over the entire length.  
a. Local  
b. Global  
c. Heuristic  
d. Clustal 

21. All are sequence alignment tool except 
a. Rasmol 
b. BLAST 
c. FASTA 
d. ClustalW 

22. BLAST stands for ……………………………………………. 
23. Which databank works only for protein 

a. NCBI 
b. GEO 
c. OMIM 
d. PDB 

24. Blosum matrix is used for 
a. Pairwise sequence alignment 
b. Multiple sequence alignment 
c. Structure alignment 
d. All  

25. DML is provided for ___________.  
a. Description of logical structure of database  
b. Addition of new structures in the database system  
c. Manipulation & processing of database  
d. Definition of physical structure of database system 

26. BLASTX program stands for 
a. Translate protein sequence 
b. Translate DNA database 
c. Translate input sequence 
d. None 



27. Which of the following is generally used for performing tasks like creating the structure 
of the relations, deleting relation? 

a. DML (Data Manipulation Language) 

b. Query 

c. Relational Schema 

d. DDL (Data Definition Language) 

28. What do you mean by one to many relationships? 

a. One class may have many teachers 

b. One teacher can have many classes 

c. Many classes may have many teachers 

d. Many teachers may have many classes 

29.  In general, a file is basically a collection of all related______. 

a. Rows & Columns 
b. Fields 
c. Database 
d. Records 

30.  ANN stands for 
 Artificial New Network 
 Arbitrary New Network 
 Artificial New Network 
 Artificial Neural network 

 
Descriptive Question        4*5=20 

 

1. Consider an array with values {5, 1, 6, 2, 4, 3}, do bubble sorting with diagram. Write 

advantages of bubble sort.  

2. With proper diagram define different tier of database architecture.  

3. Do the steps of performing local alignment (Smith Waterman) for following two 

sequences with match=2, mismatch=0 and gap=0. ABCDEF and AACDFF  

4. What do you mean genome rearrangement? State with example. What are the factors 

involved in genome rearrangement?  

 




