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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.

79 wvs ¥ dgfdscd™ ye 8| e v 1 3@ 31 8| v ues arfard 2

Q. 01 Which of the following 1s specialized genome database -
frafafad 3 & &9 a7 Wedgse STHM Sees & —
a) PUBMED by SGD
¢) PIR d) PDB

Q. 02 BLAST i1s a tool used for -

a) Protein folding b) Sequence alignment
¢) DNA replication d) Data encryption
BLAST SUSRU &1 U fhaes feu fear Siar 8 —

a) GICH BIfesT b) STIHH WG

¢) SIUAN Ufdpid d) <1 UfspeH

Q. 03 The full form of NCBI 1s -
NCBI &1 931 M &1 & —
a) National Centre for Biotechnology Information's.
b) National Centre for Biological Innovation.
¢) National Cell Biology Institute.

d) Natural coding and Bioinformatics Institute.
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Q. 04 Bioinformatics helps in which of the following -

a) Drug design b) Predicting gene function

¢) Studying evolutionary d) All of these
relationships

qratshrifeas Fefafeg & 9 frad Jes 2 -

a) 3o fEsms b) S B BT Afqegarn

¢) URHY Hefel Bl IR @ d) SIRIET T

Q. 05 Gen Bank is maintained by -

Gen Bank f59® gr1 Samtera fear om@r 2 —
a) WHO b) NCBI
¢) UNESCO d) NASA

[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 Write the application of Bioinformatics.
g I faee @ ey fored |

Q. 02 Explain structure classification Database.

T TR SO Bl TR |

Q. 03 Write a brief of information retrieval from Biological Databases.

S SeTed ¥ a1 GAuIT &1 it faawor ford |

Q. 04 What is the difference between Format and Content ?
uTey iR fmg—avg o o7 =R B °?

Q. 05 Explain Multiple Sequence Alignment.
THIAh APhH G0 B A |

Q. 06 What do you understand by Predictive Method using Protein Sequence ?
OIS 3ThH &1 SUANT &R qaigd [dfer & oy 91 §He 8 ?
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Q. 07 Explain Genome Annotation.

S THICSE BT IRT B |

Q. 08 Define Advancer structure modeling.

TG AT TSR BT URHINeT &Y |

[Section - (]
This section contains Essay Type Questions. Attempt any two questions in this section in
500 words each. Each question carries 10 marks.

T Hvg ¥ e y 2| 39 wrs ¥ fedl Q1 Ul @ ' H | TE S9N 500 vl H
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Q. 09 What do you understand by Biological Database ? Explain the application of
biological database.

e SCEE § U -1 AT 2 ¢ Gildd Sced @ IUANT B ARA]
N |

Q. 10 Write the concept of purpose of Data Acquisition.
ST AR & Tl ofik Igawa ford |

Q. 11 Define Sequence Alignment. Explain any one of data base similarity search
tool in brief.

ShH TNEU BT URYINT B ST FHEAT el IUeR0 § H BT U
DT WY § qHAG |

Q. 12 Explain comparative genome analysis and its applications.

T AE SIHM faweluu 3R g9@ ST UANT &1 IRAT BN |
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