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      Objective Exam 
Name: ______________________________ Hall Ticket No.  

 
Answer All Questions. All Questions Carry Equal Marks. Time: 20 Min. Marks: 10. 
 
I. Choose the correct alternative: 
  
1.  Homologous genes          [ ] 
     A) Would be expected to have very similar sequences in related organisms  

B) Would be expected to be more similar in distantly related organisms than in organisms that are  
      closely related  
C) May have become similar to each other by random mutation  
D) None of these. 
 

2.  Expression of genes can be analyzed by       [ ] 
     A)  Northern analysis   B) Southern analysis     C) Comparative genomics    D) RNA interference 
 
3.  Proteomics is           [ ] 
      A) A branch of quantum physics 
  B) The study of algal genomes 

 C) The study of the entire collection of proteins expressed by an organism  
 D) The study of bacterial genome 
 

4.  The study of the molecular organization of genomes, their information content and the gene products 
they encode           [ ] 

       A) molecular genetics   B) genomics    C) ergonomics  D) proteomics 
 
5.  Microarrays              [ ] 
     A) Are used for analysis of transcriptomes   B) Are made of glass 

C) Contain RNA sequences    D) Are smaller than DNA chips  
 

6.  Protein-coding genes can be identified by        [ ] 
     A) Transposon tagging B)  ORF scanning   C) Zoo-blotting    D) Nuclease S1 mapping 
 
7.  The function of genes can be determined by        [ ] 
         A) Gene inactivation    B) Zoo-blotting     C) Exon trapping   D) Northern analysis  
 
8.  The process of  finding relative location of genes on a chromosome is called   [ ] 
      A) Gene tracing  B) Genome mapping    C) Genome walking   D) Chromosome walking 
 
9.       Which type of genomic analysis provides information about microbial evolution  [ ] 
       A) Structural genomics   B)  Functional genomics  C) Comparative genomics  D) None of the above 
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10. The collection of proteins   that can be produced by a given species is   [ ] 
            A) Considered that species' genetic complement   B) Correlated with the size of the organism   

C) Called the proteome    D) Called thegenome    
 
 
 
II Fill in the Blanks: 
 
 
11.  --------------- potential open reading frames are present in a DNA sequence. 
 
12.   An α-helix is a ----------- structure. 
 
13.  RFLPs are used in ----------------mapping. 
 
14.  CpG islands and codon bias are tools used in eukaryotic genomics to ---------------- 
 
15.  ------------- is the key in defining the risk of an individual’s susceptibility to various illnesses and 

response to drugs. 
 
16.  Study of genome function at the level of translation is -------------- 
 
17.  ----------------- involves evaluating the effectiveness and safety of drugs on the basis of  individual 

genome sequence  
 
18.   Existence of pseudogenes  explains---------------- 
 
19.  ------------- first developed the DNA sequencing approach using dideoxynucleoside triphosphates in 

DNA synthesis. 
 
20.  The goal of ________________ is to determine the location of specific genes within the genome 
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Answer All Questions. All Questions Carry Equal Marks. Time: 20 Min. Marks: 10. 
 
I. Choose the correct alternative: 
 
1.  The study of the molecular organization of genomes, their information content and the gene products 

they encode           [ ] 
       A) molecular genetics   B) genomics    C) ergonomics  D) proteomics 
 
2.  Microarrays              [ ] 
     A) Are used for analysis of transcriptomes   B) Are made of glass 

C) Contain RNA sequences    D) Are smaller than DNA chips  
 

3.  Protein-coding genes can be identified by        [ ] 
     A) Transposon tagging   B)  ORF scanning   C) Zoo-blotting    D) Nuclease S1 mapping 
 
4.  The function of genes can be determined by        [ ] 
         A) Gene inactivation    B) Zoo-blotting     C) Exon trapping   D) Northern analysis  
 
5.  The process of  finding relative location of genes on a chromosome is called   [ ] 
      A) Gene tracing  B) Genome mapping    C) Genome walking   D) Chromosome walking 
 
6.       Which type of genomic analysis provides information about microbial evolution  [ ] 
       A) Structural genomics   B)  Functional genomics  C) Comparative genomics  D) None of the above 
 
7. The collection of proteins   that can be produced by a given species is   [ ] 
            A) Considered that species' genetic complement   B) Correlated with the size of the organism   

C) Called the proteome    D) Called thegenome    
 
8.  Homologous genes          [ ] 
     A) Would be expected to have very similar sequences in related organisms  

B) Would be expected to be more similar in distantly related organisms than in organisms that are  
closely related  
C) May have become similar to each other by random mutation  
D) None of these. 
 

9.  Expression of genes can be analyzed by       [ ] 
     A)  Northern analysis   B) Southern analysis     C) Comparative genomics    D) RNA interference 
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10.  Proteomics is           [ ] 
      A) A branch of quantum physics 
  B) The study of algal genomes 

 C) The study of the entire collection of proteins expressed by an organism  
 D) The study of bacterial genome 

 
 
II Fill in the Blanks: 
 
11.  CpG islands and codon bias are tools used in eukaryotic genomics to ---------------- 
 
12.  ------------- is the key in defining the risk of an individual’s susceptibility to various illnesses and 

response to drugs. 
 
13.  Study of genome function at the level of translation is -------------- 
 
14.  ----------------- involves evaluating the effectiveness and safety of drugs on the basis of  individual 

genome sequence  
 
15.   Existence of pseudogenes  explains---------------- 
 
16.  ------------- first developed the DNA sequencing approach using dideoxynucleoside triphosphates in 

DNA synthesis. 
 
17.  The goal of ________________ is to determine the location of specific genes within the genome 
 
18.  --------------- potential open reading frames are present in a DNA sequence. 
 
19.   An α-helix is a ----------- structure. 
 
20.  RFLPs are used in ----------------mapping. 
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Answer All Questions. All Questions Carry Equal Marks. Time: 20 Min. Marks: 10. 
 
I. Choose the correct alternative: 
  
1.  Protein-coding genes can be identified by        [ ] 
     A) Transposon tagging   B)  ORF scanning   C) Zoo-blotting    D) Nuclease S1 mapping 
 
2.  The function of genes can be determined by        [ ] 
         A) Gene inactivation    B) Zoo-blotting     C) Exon trapping   D) Northern analysis  
 
3.  The process of  finding relative location of genes on a chromosome is called   [ ] 
      A) Gene tracing  B) Genome mapping    C) Genome walking   D) Chromosome walking 
 
4.       Which type of genomic analysis provides information about microbial evolution  [ ] 
       A) Structural genomics   B)  Functional genomics  C) Comparative genomics  D) None of the above 
 
5. The collection of proteins   that can be produced by a given species is   [ ] 
            A) Considered that species' genetic complement   B) Correlated with the size of the organism   

C) Called the proteome    D) Called thegenome    
 
6.  Homologous genes          [ ] 
     A) Would be expected to have very similar sequences in related organisms  

B) Would be expected to be more similar in distantly related organisms than in organisms that are  
closely related  
C) May have become similar to each other by random mutation  
D) None of these. 
 

7.  Expression of genes can be analyzed by       [ ] 
     A)  Northern analysis   B) Southern analysis     C) Comparative genomics    D) RNA interference 
 
8.  Proteomics is           [ ] 
      A) A branch of quantum physics 
  B) The study of algal genomes 

 C) The study of the entire collection of proteins expressed by an organism  
 D) The study of bacterial genome 
 

9.  The study of the molecular organization of genomes, their information content and the gene products 
they encode           [ ] 

       A) molecular genetics   B) genomics    C) ergonomics  D) proteomics 
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10.  Microarrays              [ ] 
     A) Are used for analysis of transcriptomes   B) Are made of glass 

C) Contain RNA sequences    D) Are smaller than DNA chips  
 
 
II Fill in the Blanks: 
 
11.  Study of genome function at the level of translation is -------------- 
 
12.  ----------------- involves evaluating the effectiveness and safety of drugs on the basis of  individual 

genome sequence  
 
13.   Existence of pseudogenes  explains---------------- 
 
14.  ------------- first developed the DNA sequencing approach using dideoxynucleoside triphosphates in 

DNA synthesis. 
 
15.  The goal of ________________ is to determine the location of specific genes within the genome 
 
16..  --------------- potential open reading frames are present in a DNA sequence. 
 
17.   An α-helix is a ----------- structure. 
 
18.  RFLPs are used in ----------------mapping. 
 
19.  CpG islands and codon bias are tools used in eukaryotic genomics to ---------------- 
 
20.  ------------- is the key in defining the risk of an individual’s susceptibility to various illnesses and 

response to drugs. 
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Answer All Questions. All Questions Carry Equal Marks. Time: 20 Min. Marks: 10. 
 
I. Choose the correct alternative: 
  
1.  The process of  finding relative location of genes on a chromosome is called   [ ] 
      A) Gene tracing  B) Genome mapping    C) Genome walking   D) Chromosome walking 
 
2.       Which type of genomic analysis provides information about microbial evolution  [ ] 
       A) Structural genomics   B)  Functional genomics  C) Comparative genomics  D) None of the above 
 
3. The collection of proteins   that can be produced by a given species is   [ ] 
            A) Considered that species' genetic complement   B) Correlated with the size of the organism   

C) Called the proteome    D) Called thegenome    
 
4.  Homologous genes          [ ] 
     A) Would be expected to have very similar sequences in related organisms  

B) Would be expected to be more similar in distantly related organisms than in organisms that are  
closely related  
C) May have become similar to each other by random mutation  
D) None of these. 
 

5.  Expression of genes can be analyzed by       [ ] 
     A)  Northern analysis   B) Southern analysis     C) Comparative genomics    D) RNA interference 
 
6.  Proteomics is           [ ] 
      A) A branch of quantum physics 
  B) The study of algal genomes 

 C) The study of the entire collection of proteins expressed by an organism  
 D) The study of bacterial genome 
 

7.  The study of the molecular organization of genomes, their information content and the gene products 
they encode           [ ] 

       A) molecular genetics   B) genomics    C) ergonomics  D) proteomics 
 
8.  Microarrays              [ ] 
     A) Are used for analysis of transcriptomes   B) Are made of glass 

C) Contain RNA sequences    D) Are smaller than DNA chips  
 

9.  Protein-coding genes can be identified by        [ ] 
     A) Transposon tagging   B)  ORF scanning   C) Zoo-blotting    D) Nuclease S1 mapping 
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10.  The function of genes can be determined by        [ ] 
         A) Gene inactivation    B) Zoo-blotting     C) Exon trapping   D) Northern analysis  
 
II Fill in the Blanks: 
 
11.   Existence of pseudogenes  explains---------------- 
 
12.  ------------- first developed the DNA sequencing approach using dideoxynucleoside triphosphates in 

DNA synthesis. 
 
13.  The goal of ________________ is to determine the location of specific genes within the genome 
 
14.  --------------- potential open reading frames are present in a DNA sequence. 
 
15.   An α-helix is a ----------- structure. 
 
16.  RFLPs are used in ----------------mapping. 
 
17.  CpG islands and codon bias are tools used in eukaryotic genomics to ---------------- 
 
18.  ------------- is the key in defining the risk of an individual’s susceptibility to various illnesses and 

response to drugs. 
 
19.  Study of genome function at the level of translation is -------------- 
 
20.  ----------------- involves evaluating the effectiveness and safety of drugs on the basis of  individual 

genome sequence  
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