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Q.1. Discuss Mathematical properties of similarity and distance. %:;%Z%CO 1-3) [3]
3 %ﬁ:ﬂ? (CO2-3) 2]
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Q.3. Formulate the shortest superstring problem, Map SSP to Tgf%ﬁﬁé following set of

 fragments: m&% (CO 1-3) [5]
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Q.2. Provide a Bioinformatic analysis for Cystic Fibrosis disease.

5%
S={ATG, GAC, CGT, TAC, TGA, ACG, GTA} %%&
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Q.4. What is sequencing by hybridization? Reahzg{lmqg ;,agraph theory could help us in this

process? Provide available algorithms for th@%g_ (CO 2-3) [4]
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Q.5. What are repeats in genomes? Howgag%egj’s,é&n mislead to the assembly of genomes?

Provide a case study for the same. _ ’%% oy, | (CO 1-4) [4]

Q.6. What is STAR alignment lﬁ% ‘% 5:; it is called STAR? (CO 4-5) [2]

Q.7. What is popular abo%rEfMSAV%*What is the location and role of MSA in Bioinformatics
analyses? Describe SOP mefli’éd with the final calculations for the following alignment:
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ATGCTA {; : (CO 4-5) [5]
A-GC-A :
AT-CT- eﬁ
ATGC]
(Scormg syétem Match +1, Mismatch = 0, Gap = -1)
@:8 D\%ﬁn’e followmg with a suitable example: (CO 1-5) [2*5=10]
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(a) Imtervai Graph (b) Spectrum (c) Gene prediction methods
(d) Benzor’s experiment for genomes (e) Greedy Profile Motif Search
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