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. Discuss the computations for number of amino acid

. Explain

Section A

sequences.
Explain various phases of introns with suitabf
Explain how geneome organization is ag:

Which sites are phylogenetically upg

Section B

agioral hypothesis. Also discuss how it is associated with the evolution of
i migration? 4.5
tiate between weighted and unweighted parsimony. Explain Fitch procedure for

ving a phylogenetic problem through parsimony. 4.5

fferentiate between rooted and unrooted trees. Discuss UPGMA method with a suitable

example. What are the drawbacks of UPGMA and how we can resolve these drawbacks?
4.5



Section C
Describe molecular clock and its usage in the estimation of evolutionary time. Describe
relative rate tests and likelihood for molecular clock hypothesis. What are local clocks?
7.5
Explain derivation of Jukes and Cantor’s two parameter model with 4 scenarios. 7.5

What are various theories for intron evolution? Explain each with a suitable exarh

various pathways for producing new functions in genes and proteins.




