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[ PART-B : Descrigtive]

[ Answer question no.1 & any four (4) from the rest ]

a. What are conserved sequences? What are the advantages of MSA
over pairwise alignment? Maximum parsimony is considered better
than maximum likelihood. Comment

b. Differentiate between motif and domain AND alpha helix and
beta sheet.

a. Describe the process of 2D gel electrophoresis with suitable
diagram

b. Write a note on lead identification and lead optimisation in drug

discovery.

a. The average height of 10 males is 66 inches and standard
deviation is 9 inches. Test the hypothesis that the average height is
greater than 64 inches. [Given to59 = 1.833]

b. Distinguish between correlation and regression.

a. Write the characteristics of an ideal measure of central tendency

b. Find the coefficient of variation of the following distribution
Class limit: 59 - 61 61 - 63 63 - 65 65 - 67, 67 - 69
Frequency: 4 30 45 15 6

a. Wrte the properties of Poisson distribution

b. If X is normally distributed with mean p = 20 and standard
deviation o = 2, Find P(18 < X < 23). [Given, ®(1) = 0.3413 and ®(1.5)
= 0.4322]

Which is the most suitable database to retrieve nucleotide
sequences? Explain the features of that database and also the file
format in which it can be retrieved in detail.

a. Differentiate between local and global alignment. Which type of
alignment is used in homology finding?

b. Discuss about the data or sequence submission tools highlighting
the differences between them.
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