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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

Q. 02

Q. 03

In which year did the PDB protein database begin -

PDB WIiEH SS9 {6y ad 3% g3l —
a) 1988 b) 1985
¢) 1986 d) 1971

Which of the following is an example of homology and similarity tool -

f=fafag & 9 &9 2midien 3R T9Edr SUSH BT ISR 8 —

a) Blast b) Rasmol
¢) Emboss d) Prospect
For sequence that have a phylogenetics analysis is

a) Diverged considerably, more challenging
b) Not diverged, more challenging
¢) Diverged considerably, less challenging

d) Diverged considerably, a less work to do
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a) BB BS TP AT BT T, AP Gl
b) ST 2T g, S7f¥rh FHIgol
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d) P! BS TP AT Bl T, HH HH FHIAT &
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Q. 04

Q. 05

Which of the following macromolecules is not typically studied in structural
biology -

a) Carbohydrates b) Protein

¢) DNA d) RNA

D Sig fagH § fefoiaa 9 9 fod pmlelage & MaR W)
ST FET fpar o § —
a) DAEERCH b) wEH

¢) DNA d) RNA

What 1s the primary focus of comparative genomics -

a) Analyzing gene  expression b) Studying genetic mutations
patterns

¢) Comparing genomes across d) Determining protein structures
different species
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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

Q. 02

Q. 03

Q. 04

Q. 05

Explain Tree Construction Method.

&Y fafor fafer Je=msy |

Define Searching by Content.
AT & SR UR FIol DI gRATT &R |

What 1s Protein Identification based on Composition ?

T & TR OX G &7 Uga 7 8§ ?

What 1s the importance of Predictive Methods in Proteomics ?

yifeenfied o wfgegamf ey &1 71 789cg 2 ?

Explain MMDB ?

MMDB HH9s15d 7
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Q. 06 What do you understand by Genome Annotations ?

S Hhd= O Y 7T THSd & °

Q. 07 Write about structure similarity searching.

Ao T @i & g o ford |

Q. 08 Write the application of Structural Bioinformatics in brief.

S Oid ol fIsi & SIIuaT &1 ey 4§ ford |

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

T Tvg ¥ dedgadg us 2| o9 wrs ¥ fhdl | uTl &l B &Y | Ue S9x 500 vl ¥
fore | veg® weT 10 3Bl &1 B

Q. 09 What do you understand by Phylogenetics ? Explain its models.

MY BHIASHCTT § T WIS 8 °? $96 Aled &1 ARAT BN |

Q. 10 Define different predictive methods using nucleotides sequence.

G[FTIICISS APPH B SYANT e fafew wfgegamel fafer o1 gRerfeg
N |

Q. 11 Explain PDB structural database with its file format and applications.

Gl WREAIP Scldd B FHG WIS YIHU AR IFUINT D HT
TJHATRT |

Q. 12 Write short note on (any two) -
e fewlt ford (@19 <l) —
1) Genome Analysis
11) Visualizing structure information

111) Homology based gene prediction
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