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Note: Al questions are congpuisory. Marks are indicated ageiast each question in sgucre

hrackets.

QI Deseribe the methodology for Sanger's sequencing technology or llumina sequencing

technology? Provide application of sequencing DNA in human health? dimarks {CO[|

0211 sou have been provided with genomic facilitics and mice oligo-chip 113N microarray ).
now 1o proceed 1o identily the differential expressed eene in Cancerous mice while compartig

with that to 10 a normal mice model m a defined studies? 4 marks [CO 1]

Q5. What is SNP? How SNPs are introduced in the genome? Give a suitable example where
Lrenang o SNP L cene s crueial for preseribing a drug for the treatment of Cancer? 4 marks
FCO T

f- o ransiationst modification in important for eukaryotic protwin 1o perfonn biological

futcdens whae e these modifications in the proteins? How you are going o diflerentiate the

gheosylated and phosphoryiated proteins from the given sample? 4 marks [CO 11

Q5. Desenibe protein array‘chip that helped functional proteomics studies. explain with suiable
example on protein-ligand interactions or protein-prolein interactions? Or describe the method
"MALDU TOF" for the identification of the proteins? What are the protein databases Tor the

protein identification? 4 marks [CO ]

Q6. Yeast two hybrid system is a successful technique to study protein-protein interaction.
describe the technique with example how 1wo proteins interact in the yeast model svstemn? 3

tmarks |CO 1]

Q7. Write on following: 10 marks (each cavrs 2.5 marks) [COT& COL|
a. Liptdomics

b. Forward and reverse genctics or 165 rRNA

¢. Biomarker

d. Genetic information of mitochondriad genome or aueiva genome

-



