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B.Sc. Il SEMESTER [MAIN/ATKT] EXAMINATION
JUNE - JULY 2024

BIOINFORMATICS
|General Introduction to Bioinformatics]
[Major Subject]
[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 scientists created the first Bioinformatics Database ?

a) Dayhoff b) Pearson

¢) Richard Durbin d) Michael J. Dunn
f=feraa § 9 fow 99 3 ugaT ds-hHlcad Seay a9 7
a) S3W b) o=

o) R=rs sfda d) AEEHA SlET

Q. 02 Which is a false statement regarding DAQ (Data Acquisition) systems ?
a) It can measure physical phenomenon which can be sampled.
b) Signal conditioning can be done.
¢) DAQ system can generate its own physical sample sets.
d) Analog to digital conversion can be done.
DAQ (SeT 31feEm) Rved @ R o &9 91 $F Tad & ?
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Q. 03 Among the following which one is not the approach to the local alignment ?

Q. 04

Q. 05

a) Smith - Waterman Algorithm b) Needleman - Wunsch algorithm
¢) Word method d) K-tuple method
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a) Y gy vomiRen b) ST — g1 USNIReA

¢ s fam d) F—<ud fafy

Which of the following is incorrect regarding the terminologies of
Phylogenetics -
a) The connecting point where two adjacent branches joint is called a node

b) Node represents an inferred ancestor of extant taxa.

¢) The lines in the tree are called branches.

d) None of these
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What is the source of protein structures in SCOP and CATH ?

a) Uniprot b) Protein Data Bank
¢) Ensemble d) Interpro
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a) Yo b) UIEH el db
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[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 What 1s Bioinformatics ? Explain in brief ?

IragTpcad T g ° wtrg ¥ wuegy ?

Q. 02 Briefly explain about specialized genome database ?

eIy STHM Sered @ ar | Y | 99y ?
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Q. 03

Q. 04

Q. 05

Q. 06

Q. 07

Q. 08

Explain about NCBI data model ?

NCBI S¢1 died &l J9=18d ?

Writ a short note on BLAST.
e R dferg ool foRay |

What do vou understand by information retrieval system ? Explain in brief
about integrated information retrieval [Entrez system] ?

AT YUl W 39 9T |HE 8 7 Ul gal JAdie (UgS
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What is structure classification database ?

IR A IhHeT ST HT & ?

Worite a short note on PDB Database ?
PDB S R fewsh sy ?

Write any one method for structure modelling.
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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

Q. 10

Q. 11

Q. 12

Write an essay on Nucleic acid database ?

<fFet® TS sSead R Ay fafked ?

What 1s sequence alignment ? Explain in detail.

Nada sragTHe @ar € ? fowR § a9Esy |

Write a detail note about phylogenetic analysis ?

BgdioHes [Aveme & IR # IR 9 ool falRkay ?

What do you understand by Comparative genome analysis ? Explain in
detail.

JATTHS STFH fERelvr § oY 1 9 & ° IR o 99sgd ?
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