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Note: Note: (a) All questions are compulsory.

(b) The candidate is allowed to make Suitable numeric assumptions wherever-reqyir;
et

Jfor solving problems

Q.No Question

Marks

Q1 Explain the principles of sequence alignment algorithms (Nee lefit

Wunsch and Smith—Waterman).

€)

Q2 Describe in detail how BLAST works and also the variants of‘B {II] (3)
Q3 Write in short — zé:m T [LI] |(10)
a. Difference between homologous and onhologoﬁz—%
b. Differnce between sequence identity and%eéi’uimé similarity
¢. FASTA format , \‘“?r
d. Applications of Bioinformatics g‘\%
e. Difference between EMBL and DDBJ:, ™
Q4. Using a scoring scheme: match =4 ]\\;\mismatch = —I1, no gaps. | [I] 3)
Compute alignment score for seqlv‘: =ACGTvsse2=AGGT
(position-wise) & ‘g N
Q5 Two sequences of length™ 1000 'bp have 845 identical positions. | [LII] | (3)
Compute sequence identity. K 0
3

Q6 Explaln the dlfferentmﬁ“t%es of biological databases and their | [II}
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