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Question 1: MCQs. (CLO 2: Understanding) (1+1+1+1+1= 5 marks)

i The Bioinformatics databases which provide easy access to all global information at
genome and chromosomal levels are called:

a) Repository type DBs

b) Gene-centric type DBs

¢) Genome-centric type DBs
d) Database management systems (DBMS)

il. The fundament unit of “inheritance” is called

a) Cell
b) Genes
c) RNA
d) Protein
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Question 4: List the three important feamreslfc;::'n tnates) a DB entry describing a coding
prokaryotic sequence should include: (CLO ¥ embering) (3 marks)

Question 5: Compare the given attributes to distinguish between a prokaryotic and

eukaryotic gene. (CLO 4: Analyze) (5 marks)

Attributes Prokaryotic gene Eukaryotic gene
Genome: Single circular DNA
Genome size: 10-670 million b
Gene density: 1 gene per 1000bp
Non-coding region (%): ~95%
Coding region (%): ~70%

Genes isoform & splice variants
Promoter sequence elements located far away
from the gene sequence controlling gene
expression
8. | A long ORF spanning the gene-transcript
sequence
9. | Colinear relationship between gene-mRNA
transcript-final protein
10.| Introns
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Question 6: Be precise and answer the following questions (CLO 2: Understanding) 2+2+1=
5 marks)

I State the reasons for which sequencing method (DNA sequencing or Protein sequencing)
is preferred more than the other to extract useful biological information for the successive
Bioinformatics analysis. (2 marks)

II. Why is protein sequence analysis generally preferred over DNA sequence analysis in
Bioinformatics? (2 marks)

[Il. When treated with alkaline solution, which biomolecule (DNA, RNA & Protein) is
susceptible to degradation and why? (1 mark)



