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2013
GENOMICS & PROTEOMICS

Time Allotted : 3 Hours Full Marks : 70

The figures in the margin indicate full marks.

Candidates are required to give their answers in their own words

as far as practicable.

GROUP – A

( Multiple Choice Type Questions )

1. Choose the correct alternatives for any ten of the following :

10  1 = 10

i) Principle of IEF depends on

a) isoelectric point b) pH

c) charge neutrality d) all of these.

ii) Carboxy peptidase breaks peptide bond from

a) T-Ter b) C-TER

c) Anywhere d) nowhere.
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iii) Hydrogen bonding gives protein

a) primary structure

b) secondary structure

c) tertiary structure

d) quaternary structure.

iv) Mass spectrum is plotted against

a) mass/charge

b) volume

c) charge

d) radius.

v) Full form of CI is

a) Chemical Identification

b) Chemical Ionization

c) Chemical Ion

d) Circuit Ionisation.

vi) Name of the one Inheritable disease database is

a) OMIM

b) MIMO

c) KEGG

d) BGG.
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vii) Primer binds to which ends

a) 5’ to 3’

b) 3’ to 5’

c) N-term to C-term

d) none of these.

viii) Full form of VNTR is

a) Variable number of tandem repeats

b) Variation nature of toggle rate

c) Variable number of toggle repeats

d) none of these.

ix) VNTR is done on which type of DNA ?

a) Mini Satellite

b) Long satellite

c) Micro satellite

d) none of these.
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x) STR is done on which type of the DNA ?

a) Micro Satellite

b) Mini Satellite

c) Poly A tail

d) none of these.

xi) Snips are called when mutation occurs in

a) 1%

b) 100%

c) 0·001%

d) 1 person of the population.

GROUP – B

( Short Answer Type Questions )

Answer any three of the following. 3  5 = 15

2. Write block diagram of a mass spectrometer. Discuss the

function of TOF analyzer. 2 + 3

3. Write basic principle of mass spectrometer. What do you

mean by soft ionization ? 2 + 3

4. Describe one technique to determine protein concentration

accurately.
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5. Describe Edmann degradation method for N-ter

determination. Find out its limitation. 4 + 1

6. Define Prokaryotic genomes.

7. Explain application of HAP MAP project.

8. What is 1000 genome project ?

9. What is human Variome Project ?

10. Write short note on yeast two hybrid system.

11. What are the forces acts in protein-protein interaction ?

12. Write short note on SAGE.

13. Explain how high throughput analysis of genome helps in

drug discovery.

GROUP – C

( Long Answer Type Questions )

Answer any three of the following. 3  15 = 45

14. Describe briefly one tandem mass spectrometric technique.

Describe one protein electrophoresis technique. What is the

advantage of MALDI over ESI ? 7 + 5 + 3

15. What is genome ? How many types of genomes are there in

this world ? Why should we study genomes ? 3 + 6 + 6
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16. How will the study of genomics impact this century ?

Explain how high throughput technologies helping genomics

Science. 7 + 8

17. What is SNPs Genotype ? What is CNVs ? Explain human

Structural Variation. 4 + 4 + 7

18. What is HAP MAP project ? What are the objectives of

Genome Wide Studies ? Define the application of

Comparative genome studies. 4 + 4 + 7

19. What is protein primary structure ? A peptide have sequence

AGFVLPMWG. Stepwise determine the primary structure.

Describe peptide mass finger printing for identification of

protein sequence. 2 + 8 + 5

20. Write short notes on any three of the following : 3  5

a) Eukaryote genomes

b) Nuclear genomes

c) Mitochondrial genomes

d) Chloroplast genomes.
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21. How would explain the role of bioinformatics in detection of

disease gene identification. State the difference between DIP

and PPI server. What is the attachment methods used in

protein array ? Categorize protein array. Define domain and

motif of a protein. State one name of domain identifying

tool.  3 + 3 + 4 + 2 + 2 + 1

22. What are the processes of determining protein-protein

interaction ? Explain yeast two hybrid system. Write short

note on prediction of genes. What is linkage disequilibria ?

3 + 6 + 4 + 2

30610 (M.Sc.BT) 7 [ Turn over


