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MAX MARKS: 35

Note:

(a) All questions are compulsory.

(b) The candidate is allowed to make Suitable numeric a.s‘sumpt:ons wherev

Jor solving problems

(c) Use of calculator is not allowed

MAX. TIME Q
L;::}mred

Q.No Question CcO Marks
You collected soil samples and want to study mlcrobqﬂ dl;ﬁersﬁy v 6)
Q1 a. Which sequencing approach will you chg& m@pllcon Vs
shotgun) and why? N
b. Your metagenomic data shows man lgs% d reads. What
could be the reasons and how will: %hpfﬁvc classification?
c. Your metagenomlc assembl ig y fragmented What
strategies can improve asse%%
Compare different NGS platformse(] {umina, PacBio, Nanopore) in II 3)
Q2 terms of read length, accu applications
a, Ifasequencer ge ritp®200 million reads with 100 bp length III (6)
Q3 What is tota Beng : |
b. Find Q-score *probability = 0.01 i
¢. Calculat€ app1 g efficiency: Total reads = 50 million
@%ﬁl =45 million
ﬁ""
Compgte=wholé genome sequencing (WGS) and whole exome | LIV | (4)
Q4 en h ES) Highlight advantages and limitations.
& axDi erence between amplicon sequencing and shotgun| IV 4)
Q5 AL\ metagenomics.
4 "™ ). Explain steps involved in metagenomic analysis.
Q@% B ou are given sequencing data from a cancer study. Explain how you | III 4
% | would identify mutations and interpret their biological significance.
(i Briefly explain - II, IV 8)
a. Mapping or Alignment
b. Difference between First and second generation of
sequencing
¢. Purpose of N50 value
d. Differential gene expression
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