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Answer the following briefly:-
a) What are paralogous sequences?
b) What are signal sensors?
¢) What s the difference between motif and domain?
d) What is ensemble?
e) What is ligand based drug design?
f) What is coding sequence?
g) What is nucleic acid sequence analysis?
h) What is a molecular clock?
i) What are force fields?

j) What is phylogram? | (10x1)

UNIT -1

a) Write on databases given below:
i) SCOP

i) PDB sum —
b) Compare and contrast BLAST and FASTA algorithms. (5.5)

a) Write in detail about human genome project.
tween Neighbour-joining. Maximum Parsimony and

b) Draw a comparison be b

Maximum likelihood methods?
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UNIT -1I
a) Write a note on:-
1) Chou-Fasman
11) Spdbviewer
b) Discuss briefly the various applications of bioinformatics. (5,5)

What are the various steps used in modeller for predicting protein tertiary structure by
basic and advanced homology modeling methods? (10)

a) What is QSAR? Explain it in terms of Hammet equation.

b) What are the molecular mechanics and dynamics, simulations? (5,5)
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