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Answer briefly:- 9
a) Name the first prokaryotic and uukar)"ﬂﬁc genomes et ers squecect
b) Give full form of GLIMMER.

¢) What are repeat finders?

d) Briefly explain homology based method for 86n° identification.

¢) What is a pseudoknot in RNA structures'?“

f) Why are RNA structures studied? (6x2)

UNIT-1

a) Differentiate between functional and positional cloning.

b) Discuss Genscan, (8,4)

Write notes on the following:-

a) Goals of genome sequencing projects,
b) ORF finder

¢) GRAIL

(3x4)
UNIT - 11
a) What is HMM and its application in gene identification.
b) Briefly explain computational bias. - (8.4)
a) How are ANN used for gene identification?

b) Differentiate between content and signal based methods of gene identification.

(8.4)
UNIT - 11
a) Discuss Ab-initio approach for RNA structure prediction.
b) What is covariation in RNA structures? (8.4)

a) What is partition function and its importance in RNA structure prediction?

b) How are Dot plots used for RNA structure prediction? (6.6)
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