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B.Sc. Il SEMESTER [MAIN/ATKT] EXAMINATION

JUNE - JULY 2024

BIOINFORMATICS
[ General Introduction to Bioinformatics - 11]
[Open Elective]
[Max. Marks : 60] [Time : 3:00 Hrs.]

Note : All THREE Sections are compulsory. Student should not write any thing on question paper.
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[Section - A]

This Section contains Multiple Choice Questions. Each question carries 1 Mark. All
questions are compulsory.
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Q. 01 Which of the following tools 1s commonly used for constructing phylogenetic

Q. 02

Q. 03

trees -
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a) BLAST b) Clustal w

¢) MEGA d) PyMOL

Which of the following 1s a "Primary Goal of Gene Prediction" ?

a) To identify the physical location b) To sequence the entire genome
of genes within a genome
¢) To analyze protein structures d) To study gene expression patterns
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Which of the following is a common method for predicting protein secondary
structure ?
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a) BLAST b) GROMACS
¢) Chou-Fasman method d) PyMOL
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Q. 04

Q. 05

What 1s the main focus of structural bioinformatics -

a) Analyzing DNA sequences b) Predicting protein structures and
functions

¢) Studying metabolic pathways d) Identifying gene  expression
patterns
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Which database is specifically designed for storing and comparing genome -
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a) PDB b) GenBank
¢) UCSC Genome Browser d) Ensembl

[Section - B]

This Section contains Short Answer Type Questions. Attempt any five questions in this
section in 200 words each. Each question carries 7 Marks.
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Q. 01

Q. 02

Q. 03

Q. 04

Q. 05

What are phylogenetic trees, and how are the used in evolutionary biology.
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What are some common challenges on limitations associated with
phylogenetic analysis ?
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Explain Searching by Signal.
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What 1s comparative genome analysis.
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What 1s protein structure prediction and why 1s it 1mportant in
bioinformatics.
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Q. 06 Write a note on physical properties based on sequence.
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Q. 07 What 1s the structure database and what type of data does 1t contain.

T ST HT & IR g0H H—d UBR BT ST 2T 2 |

Q. 08 Discuss sequence motif and pattern.
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[Section - (]
This section contains Essay Type Questions. Attempt any two questions in this section in
500 words each. Each question carries 10 marks.
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Q.09 What 1s PHYLIP and what are its main applications in phylogenetic
analysis?
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Q. 10 Explain the principle of homology based gene prediction. How does it differ
from other gene prediction methods ?
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Q. 11 What are predictive methods using protein sequences and how are they
applied in bioinformatics.
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Q. 12 Write a detailed note on comparative genome analysis.
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