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Q1 a. Explain the principle behind the yeast two br‘ id sys,tém How does it 2.5
allow for the detection of protein-protein mw/,égtlégé‘?/

b. What are the main advantages and 11m1tétmps '6£ using the yeast two-
hybrid system for studying protem-pra};;m eractmns‘?

Q2 Explain with examples behind 1denﬁ£ymg4@cosylated and phosphorylated | 4
proteins in a given protein samrplé,Cree’tte a strategy to identify the
glycosylated and phosphorytatée;[éfarojem in a given protein sample.

Q3 Explain DNA mmroarr?/y tedfz/pel;agy to study the expression profile of drug- | 4
treated E. coli vs E. col @{f’ls

Q4 What are d1fferent/§t;ateg1eﬁo immobilize the protein to construct a protein | 3
array to study the lgrg /Zscale protem-protem interaction studies

Q5 What is a pmtem array/chip, and how has it contributed to the widespread 4
adoptlg)‘( obHE }echnology in functional proteomics research? Provide a
rel%nfe%ampfe of protein-protein interactions.

Q6 }eﬂgn 'the experiment to identify the 90-100 k Dalton protein to get a lead 5
br@marker in the cancer tissue. Explain the "MALDI TOF" method used for
’4F,,p£pte1n identification. What are some of the protein databases commonly
/ﬁsed for this purpose?

Q7+ | Notes on

a. Chip Seq technology 2.5
b. Normalization method in DNA microarray 2.5
c. Sequence-based metagenoinics %g
d. Illumina sequencing '
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