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Note: All questions are compulsory. Marks are indicated against each question jn' Square

brackels.

Q1. We can use molecular data to study evolution of a gene. What sirategy w1ll youhapply to

study phylogeny of a species? [2] (CO-3)

Q2. Substitution models can be used to treat mutations in: tic manner. What are

advantages of Kimura substitution model over Jukes-Gantor ,}gfiél? [2] (CO-4)

Q3. In neighbor joining, how will you define the l1stan: of each taxon from a composite taxon?
[2] (CO-5) S

Q4. To use molecular data to reconstructﬁeVolutlonary history requires making a number of
reasonable assumptions. Discuss somg  thiese assumptions and significance of molecular data

in phylogenetics. [2](CO-5)
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Q7. Calculate Tm for the given PCR primer. [3] (CO-3)
CTGATCAAGTCGATGGCTTG

Q8. What are factors responsible for non-specific pairing or banding patterns in PCR output? {3]
(CO-5)

Q9. Calculate the R-transformed values for all taxa in the given pairwise distance matmg [4]
(CO-4)

Q10. Demonstrate, which character will be at the 100
topology? [5] (CO-5)

: grdi‘ilg to parsimony for the given tree
or

MA tree for the following distance matrix [7] (CO-4)
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