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Note: (a) All questions are compulsory. Calculator is permitted. _ %y q'%&y i
(b) The candidate is allowed to make Suitable numeric assumptions whé%?ﬁg?i%uired
Jor solving problems ﬁ% oV
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Q1 Realize the importance of omics technologies for va,;;,@:.;ﬁ\léindkbf biological 4
networks. Signify the interrelatedness amongst t es%@%rks through this

cascade. @sﬁx .

Q2 Devise all network motifs for a type of né%(gr%ﬁ%ere node number is 3. 4
What kind of computations can be applied ‘or'these motif types?

%
N B

.andtincoherent FFL motifs in a 3
:1\1 a bacterial cell.

biological network which W@gé@f%u
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Q3 Evaluate the significance of cqpel%pﬁé
d

Q4 Differentiate between‘{yﬁ‘“t‘-i&gg?grﬁbonents of TRN hierarchy. Justify your 3
ach

answer with an examfﬁi%@f ach component.

A, ‘%f

Q5 Compare the ﬁlleﬁ qgion for activator and repressor with a suitable graph 3
diagram and?fhgz;ath’erﬁ;aﬁtical parameters and formulations.
_§ %,

Q6 For %,3§n(§&e;1§ctwork motif, a total number were observed 125 however 5 of | 5

theseitypes were absent from the population. For the remaining 8 types, 3
.;;;@ere fgﬁgd‘ of 25 each and remaining 5 were also found in equal amount.

Calculate the subgraph concentrations for these motif types.

QMM j&pply the concept of significance profile (SP) on the motifs calculated in Q6. |3
4 | Assume all the required parameters for the calculation of SP.
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