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2. What is SNP? What is the frequency of SNP in human genqge?gg’”\ﬁgsNPs are introduced in the
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individual’s genome? 2 marks ‘**M%%
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3. What is probe? Signify the use of probe in DNS*mtc}roagay?vs Southern blotting? 2 marks .
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4. What are the elements you look for to pl%ialct aagene from the given sequence? 2marks
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5. Compare the number of genes/geno §1ze *in E. coli vs S. cerevisiae? 2marks
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6. If you have given sets of gene expr%Stpn data how you are going to approach to represent the
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large scale gene express‘?or;data’a’z marks
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7. How do we carry out nérmahzatlon in DNA microarray data and why we need in the context of
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gene exprgss};«ﬂgg Bescrlbe the equation to understand the pre-normalization data and post-
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no;mahzat%gﬁef DNA microarray data? 4 marks

9. If you are given oligoarray of mouse genome, how do you proceed to identify genes that are

responsible for lung Cancer in an induced mice model in comparison to normal mice? Use a

diagram/flow chart if required? 5 marks




