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1. What is the common representation of a phylogenetic tree ?

(A) Circular tree (B) Square tree

(C) Rectangular tree (D) Branching tree

2. What does the root of a phylogenetic tree represent ?

(A) The most common ancestor of all species in the tree

(B) The oldest species in the tree

(C) The most genetically diverse species in the tree

(D) The outgroup species used for comparison

3. Which algorithm is commonly used for inferring phylogenetic trees from molecular

data ?

(A) Breadth-First Search (BFS) (B) Depth-First Search (DFS)

(C) Maximum Likelihood (ML) (D) K-Nearest Neighbors (KNN)

4. What is a “phylogeny” in the context of phylogenetic trees ?

(A) To study the geographical distribution of species

(B) The study of the ecological interactions among species

(C) The study of the evolutionary relationships and relatedness of species

(D) The study of the genetic diversity within a population

5. In which year SWISSPROT protein sequence database begin ?

(A) 1988 (B) 1985 (C) 1986 (D) 1987

6. Which of the following tool is used for the identification of motifs ?

(A) BLAST (B) COPIA (C) PROSPECT (D) Pattern hunter
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7. Which of the following compounds has desirable properties to become a drug ?

(A) Fit drug (B) Lead (C) Fit compound (D) All of the above

8. The term “in-vitro” is the latin word which refers to __________.

(A) Within the lab (B) Within the glass

(C) Outside the lab (D) Outside the glass

9. Application of bioinformatics include :

(A) Data storage and management

(B) Drug Designing

(C) Understand relationships between organisms

(D) All of the above

10. The term bioinformatics was coined by :

(A) J.D. Watson (B) Pauline Hogeweg

(C) Margaret Dayhoff (D) Frederic Sanger

11. The computer simulation refers to __________.

(A) Dry lab (B) In-vitro (C) In-silico (D) Wet lab

12. Margaret Dayhoff developed the first protein sequence database called :

(A) Swiss-Prot

(B) PDB

(C) Atlas of protein sequence structure

(D) Protein sequence databank
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13. Literature databases include :

(A) MEDLINE and Pubmed (B) Medline and PDB

(C) PubMed and PDB (D) Medline and PDS

14. Which of the following is an E coli model organism database ?

(A) EcoGene (B) EcoBase (C) EcoSeq (D) ColGene

15. Study of structure and functions of genome is :

(A) Species (B) Genomics (C) Inheritance (D) None of these

16. Enzymes includes __________.

(A) Carbohydrates (B) Protein

(C) Nucleic acids (D) None of these

17. __________ is the structure of mitochondrial DNA.

(A) Circular (B) Linear (C) Ladder like (D) None of these

18. Genomics is the study of genomes.  Genome refers to the :

(A) DNA of an organism (B) Total DNA and RNA of an organism

(C) Entire genes of an organism (D) Total DNA, RNA and cDNA of an organism

19. DNA sequencing followed by genome annotation are steps of :

(A) Comparative genomics (B) Structural genomics

(C) Functional genomics (D) Transcriptomics
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20. Small cDNA sequence that represents a unique segment of an active gene is called :

(A) SNPs (B) SnRNAs (C) ESTs (D) Contigs

21. Variation between individuals due to single base changes is called :

(A) ESTs (B) Contigs (C) SNPs (D) Transversion

22. Analyzing or comparing genome of species.

(A) Bioinformatics (B) Genomics

(C) Proteomics (D) Pharmacogenomics

23. Fly Base is a :

(A) Biodiversity database (B) Model organism database

(C) Literature database (D) Biomolecular database

24. Which of the following is a nucleotide sequence database ?

(A) EMBL (B) SWISSPROT (C) PROSITE (D) TREMBL

25. Which of the following is a databank exclusively for proteins ?

(A) EMBL (B) GenBank (C) DDBJ (D) PDB

26. Which of the following is protein structure database ?

(A) GenBank (B) Swiss-Prot (C) DDBJ (D) PDB
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27. Among the following which one is not the approach to the local alignment ?

(A) Smith-Waterman algorithm (B) K-tuple method

(C) Words method (D) Needleman-Wunsch algorithm

28. Clustal W is :

(A) Multiple sequence alignment tool

(B) Protein secondary structure predicting tool

(C) Data retrieving tool

(D) Nucleic acid sequence analysis tool

29. GenBank and SWISSPROT are examples of :

(A) Primary database (B) Secondary database

(C) Composite database (D) None of these

30. A comprehensive database for the study of human genetics and molecular biology is :

(A) PDB (B) STAG (C) OMIM (D) PSD
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