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Note: All questions are compulsory. Carrying of mobile phone during exammatzonst%mﬂ be
treated as case of unfair means. Marks are indicated in square brackets. Calculcgor’”

%» b 0
1. What is MSA and how it is useful for biological sequence analysis? D1scuss&r%feﬁtf\
developments in MSA technologies. (C0-2,.3) . f‘%‘“ 3@%

2. Explain how Greedy approach is different from basic profile based search%f @{notlf finding.
Discuss Entropy based approach for MSA. (CO-1, 2) [1.5%2=3]

P

3. Compare 2D vs 3D MSA. Discuss how dynamic progra.ml;mg%g cafifbe used for MSA. Also

discuss its complexities. (CO-2, 3) %a N ® [3]

4. What was Benzer’s experiment and what did he p?%e%th%%gh that experiment? (CO- 3)
[2]

3. Differentiate between Euler’s and Ha@gof?%h foblems. Solve any problem of fragment
assembly through both approaches ang pr(ﬂ)ﬂ:? de&gg&mplexny analysis also. (CO-2,3) - [3]

N
%,s%uss Berger and Munsen algorithm for the

[3]
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6. What are iterative reﬁnemengg f@r MS
refinements. (CO- 3)

7. Solve MSA for the g%omnget oi%sequences through STAR alignment procedure:
(ATTGCCATT/ _;- ’[{Gﬁ@; /A'F(;‘TTCTT / ATGGCCATT / ATCCAATTTT) (CO-3) [4]

8. Describe follomng..@a) Ic@smn game (b) Algorithm Complexities (c) Interval Graph

(d) Komgsberg“lpdge Problem (e) gene Predwtlon Methods (CO- 1, 2, 3) [1*5=5]
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eren"f ateset\%een following: (a) Finiteness and effectiveness of an algorithm (b) Edit and
g%::j?ce (¢) Quick sort and Bubble sort (d) pattern matching and motif finding (e)
Brute f’é};ge d Median string search methods. (CO- 1, 2, 3) [1*5=5]

10, Draw MSA for the following sequences through SOP method. Use scoring system as :
match =1, mismatch =0, gap = -1. (CO- 3) [5]



