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treated as case of unfair means.

1. What are the common structural motifs in the RNA struct ‘7 Describe in“details with an
appropriate diagram for each one. S (EO4) (5 marks)

2. Why is it important to predict the structure of RN 2 Descr1 g, in the light of roles of
RNA molecules. What are the major strategles Ti 2 NA structure prediction? Give
examples of computer programs used for RN A "'foldl nd the strategies they use.

(CO4). (5 marks)

logy Why is structural alignment important and
(CO%) (5 marks)

3. Contrast structural similarity with
what are the methods used for it? -

4. Write a note on the foll’@wii" , (CO5) (10 marks)

a. Threading ’

b. Homology modelhn

5. Answer the followmg ‘ (CO6) (5 marks)
a. :What strategxes ¢an you use to root an unrooted tree? '
b, ‘erte the followmg tree in Newick format

6. What are the similarities and differences between BLOSUM and PAM matrices?
(CO1, CO2) (5 marks)



