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Note: All questions are compulsory. Carrying of mobile phone during exam%zgwns %ll be
L ¢

treated as case of unfair means.

1. Distinguish between: (16)

(a) Direct and indirect approaches for gene prediction {
(b) Nussinov and Zuker algorithms for RNA seconﬂ‘gx;y struéi; e prediction
(©) Chou—Fasman and GOR methods of secondax %ﬁtructure predlctmn
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5 Eg(pla J@W two-hit method is an improvement over the older version of BLAST
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pro gtam Discuss. (2)
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6. I?ow can we detect transmembrane proteins in a protein using bioinformatics tools? (2)

7. Why are rRNAs suitable for studying molecular phylogeny? Explain. (3)



