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Course Outcomes: 

After completing this course, the student will  

CO1: Outline genomics and genome database and genome browsers.  

CO2: Plan experiments with the knowledge gained. 

CO3: Illustrate key technologies involved in metabolomics. 

CO4: Explain key technologies in proteomics. 

CO5: Apply omics data in understanding and the management of disease. 

 

Part – A                                                    6X1=6 

Choose the correct answer 

1. The shotgun approach _______ sequences clones from _____ of cloned DNA.   (CO1, K1) 

      a) randomly, one end         b) randomly, both ends  

       c) specifically, both ends    d) specifically, one end 

2.Affimetrix Gene Chips holds upto ________ Probes                                             (CO2, K3)       

a)5,00,000   b) 6,00,00   c) 4,00,000   d)3,00,000 

3. NMR spectroscopy uses radio frequency region of ___________                        (CO3, K2) 

    a)  4 to 900MHz   b) 3 to 100 MHz  c) 5 to 600 MHz  d) 2 to 700 MHz 

 

4.The study of group of small molecules of MW <1500 ______                            (CO3, K3) 

    a) proteomics        b) Genomics       c) metabolomics              d) Transcriptomics   

 

5. Which of the following methodology is used to identify all the genes that are expressed as 

RNA in Human Genome Project (HGP) ____________                                          (CO1, K3)                            

     a) Sequence Annotation   b) Expressed Sequence Tags 

     c) Karyotyping                 d) Ammonification 

6. What is the primary goal of the International HapMap Project _________        (CO1,K3)  

a) To sequence the entire human genome     

b) To identify common patterns of DNA sequence  variation across different populations  

c) To study the genetic basis of rare diseases    

d)To develop new gene editing                                                                                                                                                                                                                                                                                                                                                                                                                                                                                

 



                                                                  Part – B    3x6=18 

Answer the following 

Answer should not exceed 400 words or two pages 

                                                                                                                   

7. a. Describe in detail any 2 genome sequencing strategies.                        (CO1, K2) 

      Or 

b. Write about the EST and its application.                                               (CO1, K2)                                                     

 

8. a. Discuss about GEO and Array Express                                                   (CO1, K2)                                                                                      

Or 

b. Elaborate the analysis of Microarray data                                                (CO3,K2) 

 

9. a. Distinguish the types of Genome browsers.                                            (CO1, K2) 

Or 

           b.  Explain about working principle of GC MS.                                           (CO2, K2) 

Part – C 

                                                         Answer the following                                             

Answer should not exceed 800 words or four pages 

                                                                                                                3 x 12 = 36 

10. a.  Give a detailed account on steps involved in the sample preparation of  microarray 

and its types and application.                                                                     (CO2, K2)                          

 

Or 

            b. Describe any 2 techniques in analysis of metabolomics.                           (CO3, K2) 

11. a. Outline the steps involved in Serial analysis of gene expression (SAGE). (CO3, K1)                                         

Or 

b. Illustrate the concept of  Hap Map project                                                  (CO1, K3)                                                                                   

12. a. Explain in detail about Human genome project                                          (CO1, K3)                                                 

Or 

            b.  Distinguish the databases in metabolomics                                               (CO3, K2) 
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