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17MBIC17 Next Generation Sequencing and Data Analysis
                                                                        PART A                                             10 x 1 = 10       

                                                          Choose the Correct Answer

1. Which of these projects would be best suited for Next Generation Sequencing?
a. To determine if a tumour sample contains a common missense mutation

b. To find the transcriptome of a tumour sample
c. To genotype ten genomic DNA samples for a known single nucleotide polymorphism
d. All of the above
2. Which of these is important for preparing templates for Next Generation Sequencing?
a. Isolating DNA from tissue





b. Breaking DNA up into smaller fragments
c. Checking the quality and quantity of the fragment library

d. All of the above
3. Once the sequences are obtained from your Next Generation Sequencing experiment what is the first thing you should do?
a. Perform a bioinformatics analysis of your data
   b. Check your data using a different method
c. Publish your results                                             d. Further investigate the sequences of interest
4. Which of the following statement are correct as to why the quantity of template used is critical to a sequencing reaction?
a. Excess template reduces the length of a read

b. Too little template will result in no readable sequence
c. Excess template reduces the quality of a read

d. All of the above
5. You need to use a first generation sequencing method for de novo sequencing, which template should give optimum results for this project?
a. Genomic DNA
                                             b. PCR product        

           c. Bacterial artificial chromosome
                        d. Plasmid DNA
6. Celera assembler uses 
      a. OLC method   
      b.   String graph               c.  FM index                       d. B-W Transform
7. FPKM is used in 
a. Mate pair sequencing   



  b. Forward strand sequencing   

c. Reverse strand sequencing   


  d. Pair end sequencing
8. R package used in differential expression analysis is 
     a. DE seq                     b. limma


  c. Bowtie   


  d. genone R
9.   Which of the following is NOT considered as part of Telemedicine ?     
      a. Transmission of still images   


  b. Video conferencing   

      c.  Word processing   


             d. Remote monitoring of vital signs
         10.  Which of the following is not a benefit of EHR?
     a . little (or)  no training necessary   
                 
  b.  enhanced access to clinical information   

     c.  improved patient safety   



  d.  decreased medical error
          PART- B                                         (5X 6 = 30)

Answer all the questions

Each answer should not exceed 400 words or two pages
     11.a. Compare and contrast between analysis and reporting.





       

                                                                      (or)

     11.b. Write a concept of big data platform.





     12.a. Give an account on SOLID systems.





                                                                 (or)

     12.b. List out importance of NGS platforms. 





     13.a. What is FM-index? Explain.







(or)

     13.b. Write short note on denovo assembly.

     14.a. Outline the  functions of bioconductor.






(or)

     14.b. Describe the structure of R console.



     15.a. Give a note on genetic circuit.







(or)

     15.b. What do you mean by tele medicine? Discuss.

                       PART- C    



   5X 12 = 60

Answer all the questions

Each answer should not exceed 600 words or three pages
     16.a. Describe the nature of big data.




(or)

     16.b. Explain the resampling of statistical inference.





     17.a. Elucidate the Illumine sequencing techniques.



(or)

     17.b. Discuss the transcriptome sequencing in detail.   

     18.a. Enumerate the SAM and BAM format.





(or)

     18.b. Describe the scaffolding and its significance.


     19.a. Illustrate about chip seq analysis.




 (or)

     19.b. Demonstrate the analysis of RNA seq data using bioconductor.




     20.a. Explain the biomedical data acquisition.



(or)

     20.b. Discuss the imaging systems in radiology and picture arching.  
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