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Ql. How identification/ discovery of SNP lead to a development marker to distinguish diseases vs

healthy, explain with example? [2.5 marks] CO I

Q2. Human genome project is the Jandmark in the science, what are the major genomics data
recovered from the genome projects? What is repetitive element in the genome; do find any
application of it? 2.5 marks] CO I

Q3. Where do you find the application of 16SrRNA and ITS in genomices studies? [2.5 marks] CO 1
Q4. When the nucleotide sequences in a chromosome from two random people are compared, give
the relevance with respect to SNPs in the same chromosome likely to be inherited together in healthy
Ve discase condition” 2.3 marks] 2.5 marks: CO 1]

125 Over-expression of FGFR is linked to cancer; expiain, how the response of Gefinitib drug varies
among the patients? 2.3 marks) CO [1

Q6. Write on Metagenomics? What is purpose of functional-based metagenomics and sequence-
based metagenomics that influence the metagenomics studies? [2.5 marks] CO I

Q7. What is personalized microbiome and how Machine learning finds its application in personalized
microbiome? {2.5 marks] CO I

Q8. Whal are the major characteristics of an ideal bromarker; define the quantitative and qualitative
assessment in a reference to the biomarker? (2.5 marks] CO If

Q9. Gene density varies significantly in the genome starting prokaryotic to eukaryotic system. The
approximale no. of genes in human cukaryotic genome is around 20.000: calculate the gene density?
[2.3 marks] CO [

Q10. Application of VNTR and RF].p [2.5 marks] CO Il



