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Q1. Each question carries I mark. ¥, %&;%‘}'
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i Suppose you have a plant extract containing more than 1000 mgle\%ules How do
% S

you discover lead molecules using biochemical assay?
ii. What are the important factors that need to be assessed\ge @*{- 1tﬂ1ng a drug

development project? (\% “% -
iii.  What is rational drug design? How is it belng used ‘tg produce better lead
moiecules? %
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Q2. Each question carries 3 marks.
I Discuss the importance of dlsease@pregig “in drug target identification (explain

with example)? How do you dee;}dg éz}drug target against a disease? How do you
prioritize a drug target agalnstia dlse%se‘? (1.5+1+0.5)

ii. Make comparative analyge“%of *ehmcal trial steps (1, 1la, ITb &I11). How do you
need to carry out toxiCity; eétlng at the lead optimization step? Why many drug
molecules were w1th%i \after the FDA approval? (2+0.5+0.5)

iii.  Suppose receptor, ﬂex1blfﬁy or modification is an important issue for an active
site. How derdift \%égt modules of various softwares (for example IFD, Glide XP,
etc.) acc St ate receptor flexibility for providing efficient docking? How do
you cé%ghiﬁ% that the consideration of receptor flexibility is important during

fora particular target? (2.5+0.5)

iv. JSCUS he use of molecular mechanics (MM) method for score calculation.
HQ%? do you use the grid method for calculation of docking score for different

h S, onﬁ)rmatlons of a ligand? Mention the limitations of MM-Based score

X calculation? (1+1.5+0.5)



