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! Attempt the following
a) How does the pH aflect solubility of proteins?
b) What is the impontance of study of protecome?
¢) What 1is mi(‘l’ﬂht‘lt‘!ugcncil}' in proteins?
d) Give full form of Dp
¢) Namc any two methods for identifying PPIs.

f) What are advantages of glycosylation of proteins? (6x2)

UNIT -1

[l a) What are protein arrays and their applications?
b) How are proteins stabilized? (8,4)

I[II.  a)How is the sequence of proteins determined?
b) What is peptide mapping and its importance? (8,4)

IV. ) Explain the principles and use of MS in protein structure determination.
b) What 1s the eflect of -t;rgunic solvents on protein solubility? Give suitable
examples. (8.4)
UNIT - 11

V. a) Discuss PPls present in ribosomes.
b) Giving suitable examples, explain the difference between inter and intra chain
disulphide bonds. f (8.4)

P.T.O.



2) Sub. Code- 1016

VL. Write notes on the following:-
a) Yeast two-hybrid method for mapping PP[s
b) STRING database and its importance. (8,4)
VIL.  a) How can MS be used to map PPIs? %
b) How are proteins phosphorylated and its il:!lponance? (8,4)
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