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COURSE INSTRUCTOR: Dr. Tiratha Raj Singh MAX. TIME: 1 Hoyr 36%%1%5
Note: (a) All questions are compulsory. gy, % @ﬁé

(0) The candidate is allowed to make Suitable Rumeric assumptions whefeyerts

Jor solving problems

Question
Write pseudocode for a fragment assembly problem whereginy WO
complications of the assembly should be considered fo find the > ®
solution. %
Discuss how the shortest superstring problem iss {
travelling salesman problem? How these a%ﬂa
utilized for fragment assembly genomic sg jon?
Assemble the possible fragments for the Wrgetgenome
"CGACTGATCGAC”. Solve the problém i

it SSP followed by
TSP approaches for I-mey where, %%e dte proper and
systematic graphs for both th DPLeaches. Consider nodes and
vertices parameters for the respe: t%&?jpproaches and adjust /-mers
accordingly, ,
¢ arialysfs, of Hamiltonian and Euler's graphs
t%@ g%problem. Give an example of both
With theirtfespective solutions through each
approach, Y
Explain %é*ﬁ% 1°S expPeriment for genome structure. Define interval
graph with.a gg”%ﬁmple. Realize the significance of interval graph in
the, “%@me assembly, _
f yolhgrétidving a small bacterial genome of size 3 million bp and
Y Read le gth = 150 bp. If you need a coverage of 9x then determine
[*the*number of reads  required to accomplish this job,

7% ] o Ive the Exon chaining problem for the following exons set:
0 i2,6,2), 10,15,8) (5,12,5) (1,5,3) (9,15,6 7,9,6).
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