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Note: (a) All questions are compulsory. (b) The candidate is allowed to make Suitable nymeric

assumptions wherever required for solving problems i
Q.No Question é-zf_q‘};
Q1 Attempt any five of following questions

a.Write a brief note on ‘world’s first’ genome-edited rice varieties éev %

and released recently by India. Include names, purpose, trait mo 1%;: aind
gene targeted ,4

b.What are dldeoxynucleotldes and how do they terminate growin
in sequencing PCR? i

e Categorles plasmids on the basis of their ability of CQ%Juga’u X
d.Why is IPTG used for induction of lac prom ter? wﬁpla t of lactose in
industrial applications? ' %54\\%%%

b ]
e.How stability of recombinant protem \%:t,i*;

t its expression and
accumulation Ny

f. What are signal peptides? Why these‘

t¢ 1mpoftant in recombinant protein

Q2

expression
Purification of recombinant protein as?lhtated by provision of purification
\M; elp of a suitable diagram, how these

tags in expression vectors. Illystra .-f
tags are included in expressi Outline the procedure to purify a

03

recombinant protein with g polyshistidine or maltose binding tag.

Why are eukaryotic ve 1 ?%?requlred? Enlist the different types of yeast
vector and explam ating vectors in detail, including design and
selection strate : hese are different from yeast episomal vectors.

Q.4

a. Demons n% j‘o,,_ un&y rstanding about the concept of gene. hbrarles‘7 Why
are go; I

frox i a e ryotlc organism but are very useful in case of a prokaryotic
can}
b«éf"« fa t‘c'j'rs dictate the winimum number of clones in a gene library?

the minimum number of clones reqmred in a human gene library?
Gw : genome size 3.2 x 10° kb, average size of fragments cloned 100 kb
d 99 % probability of finding a random clone.

“Attempt any two of the following questions.

What is the significance of gene knockout in research and development? How

knockout mice are developed by traditional methods?

b. Write a detailed note on any one of the following genome editing methods.
Include their components, their specificities, design of  delivery vectors i)
Zinc finger nuclease ii)CRISPR- Cas

c. Appraise steps involved in northern hybridization. What are its applications?

How it is different from southern hybridization in procedure and application.
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