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X-X-X

I Answer the following;:-
a) Give full form of BLAST.,
b) Briefly explain sequence logos.
¢) Name any two domain databases,
d) Differentiate between cladogram and phylograom.
¢} What is phylip?

f) Briefly explain Occam’s Razor and its application in phylogenetic analysis. (6x2)

UNIT -1
[I.  a) What is a domain and how are they detected using bioinformatics tools.
b) How is PSI-BLAST used for performing alignments? (2x6)
III.  Write notes on the following:-
a) PRATT
b) Motif
c) PSSM (3x4)

IV. Differentiate between the following:-
a) Pfam A and B
b) ProDam and SMART

¢) Regular expression and sequence profile (3x4)
UNIT-1I

\'}_ a) Discuss phylogenetic analysis using neighbour joining method.

b) Compare and contrast rooted and unrooted trees. (8,4)

VI. a)Explain any one character based method for phylogenetic analysis.

b) Write a note on MEGA package. (8,4)

VIl.  a) Differentiate between bootstrapping and jackknifing.

b) How many rooted and unrooted trees are possible for 3 taxas? (2x6)
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