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SECTION A (20 x 1 = 20 Marks) 

Choose the BEST answer 
1. In any sequence, ………… represents a sequence pattern with some functional significance.  

a. Algorithm   b. Factor  c. Feature  d. Protocol 
2. In PERL, comparison operator is denoted by  

a. =    b.!=   c. &&   d. || 
3. In a protein, -Ser-Gly-Pro-Gly- sequence most probably forms  

a.  Alpha helix   b. Alpha sheets c. Beta turns  d. Coils 
4. Which among the following is an example of open source relational DBMS? 

a.  SRS    b. Oracle   c. ODBMS  d. MySQL 
5. Which of the following is used to reverse a string in PERL?  

a. substr   b. reverse  c. split   d. rev 
6. Which among the following is an example of open source relational DBMS? 

a.  SRS    b. Oracle   c. ODBMS  d. MySQL 
7. The first secondary database to be developed is ……….  

a.  PRINTS   b. Pfam  c. PROSITE  d. BLOCKS 
8. Find the output of the following program 

# include <stdio.h> 
void main() 
{  inti = 1001; printf(“%d”, i);} 
a. Syntax error   b. 1001  c. 10   d. 100 

9. The keyword  ‘break’ cannot be simply used within  
a.  for    b. if…else  c. while  d. do..while 

10. Which of the following is true about B-DNA? 
a. Most common form of DNA inside cells  b.  Left handed double helix structure 
c. Wider than A-DNA     d.  Obtained by Dehydration 

11. DBMS stands for  
a.  Databook Management System   b. Database Management System 
c.  Databook Maintaining System   d. Database Maintaining System 

12. ………… are the easiest type of databases for non-experts to understand. 
a.  Flat file databases      b. Relational databases 
c.   Object Oriented databases    d. Object Relational databases 

13. ……….. is a popular system for flat-file management in biology community. 
a.  Sequence Retrieval System     b. Oracle  
c.  Object oriented Database Management System   d. PostgreSQL 

14. EST stands for   
a.  Equal Strong Tag     b. Expressed Strong Tab 
c.  Equal Sequence Tab    d. Expressed Sequence Tag 
 



15. DDBJ stands for  
a.  DNA Database of Japan    b. DNA Databank of Japan 
c.  DNA Databank of Jakarta    d. DNA Database of Jakarta 

16. Which operator in C is used to compare the values of operands to produce logical value?  
a.  Assignment operator    b. Logical operator   
c.  Relational operator     d. Mathematical operator 

17. Which of the following is TRUE about C programming language?  
a. It is a Object Oriented Language    b. It is a Interpreted Language 
c. It is a Procedural Language    d. It is a DBMS 

18. $str = ‘ATATGGCC’; $str = m/A/i;  
In the above PERL program, what does m represents? 
a.  Substitution operator    b. Matching operator  
c. Transliterator operator    d. Finding operator 

19. In PERL, to perform pattern matching, the patterns are described using ……. 
a. A template   b. A string in double quotes   c. A regular expression  d. A MySQL statement 

20. In nucleic acid, quarternary structure represents  
a.  Interactions between nucleic acid and histones    
b. Interactions between nucleic acid and ribosomes 
c. Both a and b      
d. Interactions between proteins and lipids 

SECTION B (5 x 5 = 25 Marks) 
Answer ALL the questions 

21. a) Describe FASTA.          (OR) 
b) List out the applications of bioinformatics in various fields. 

22. a) Write short notes on tree and star alignment.      (OR) 
b) Write short notes on the types of biological databases.  

23. a) Give an account on structure alignment tools.      (OR) 
b) Describe BLAST. 

24. a) List some of the nucleotide sequence databases and brief on their importance. (OR) 
b) List the types of Phylogenetic tree along with their nature. 

25. a) Mention the types of operators in C and their significance.    (OR) 
b) Explain Parsimony. 

SECTION C (3 x 10 = 30 Marks) 
Answer any THREE questions 

26. Write in notes on the following protein sequence databases: 
A) Primary 
B) Composite 
C) Secondary 

27. Define Data retrieval in bioinformatics. Explain about Entrez and SRS. 
28. Perform global alignment for the following sequences: 

‘ADLGAVFALCDRYFQ’ and ‘ADLGRTQNCDRYYQ’ 
29. Discuss in detail about Gene prediction in Prokaryotes. 
30. Write detailed notes on Amino acid scoring matrices based on empirical studies. 
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