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; AnéWer the following questions as directed :

o SR e epTI Ted 7 8 1X7=7 R

(¢) The term used to refer something
performed using computer or computer
simulation is

(Choose the correct answer)

IfToR T FTHE =TT MG
WWW (2R *I0B TR
‘ (97 Teses! A6 Te)
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(c)

(@)

(i) in silico

(i) dry Lab

(iii) web technology
{iv) None of the above

Which of the following is a nucleotide
sequence database?
(Choose the correct answer)

TR (FIN0 FHetite TE (ThiEy
(w5 Te0oi A Shean)

(i) EMBL

(i) TREMBL
(i) PDB

(iv) SWISS PROT

FASTA was developed by .
(Fill in the blank)

FASTA @ TuRe SR
(T} 3% 97 37)

What is UniGene?
UniGene &?
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(e)

(9)

The scoring system is called a ____,
which derives from statistical analysis
of residue substitution data from sets
of reliable alignments of highly related
sequences.

%'/ IRPG @ =1, A wife
TR T Ao afteeim (e o=
s elfegPe TR SAfPRiee Reaaes #Ri
w9l 9 A |

Which of the following is not a variant
of BLAST?

(Choose the correct answer)
©5q (16l BLAST I @i 7232,
(o5 TeFC! A Blerss)
(i) BLAST N
(i) BLAST P
(iiij BLAST B
(iv) BLAST X

ClustalW is used for sequence
alignment and phylogenetic analysis.
(True/False)

ClustalW, @ R W% PIRENEEHDLS
Fraa] IR I9To 24 |
(377 ey
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Answer the following questions in brief :

TE RS BT Tl 8 2x4=8
fa) What is an outgroup in bioinformatics?
CereiR®NS outgroup M /2
(b) What is the FASTA format?
FASTA R &2
(c) Write briefly about the global and local

(@)

alignment of biological sequences.

(SRS T (RIS O (s elifesester [Ram
RS &)

What is chromatogram?

T AW e

Write short notes on : {any three) 5x3=15

5y, (ol Torell ¢ (Rie=ereant fofdon)

(@)

(b)

Detecting open reading frames
e Jig @ e

Working principle of PCR
fPifbers A TS
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()

(d)

(e)

Mass spectroscopy

MR gE

Sequence similarity search using
BLAST

BLAST JR%R & @ AT S

Genome annotation

QAN G °CB5

Answer the following questions : (any three)

OO eTRE Ul 3 (Rl fBfR) 10x3=30

(a)

(b)
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What is phylogenetic tree? Explain
various types of phylogenetic trees with
their properties. . 2+8=10
TS §1 [ 2 [few wxom wiEEe=hs
Bl w1 B9 s Raww e =4

Discuss different data generating
techniques in bioinformatics. Write a
note on different protein databases.

4+6=10
tageyRery [/ien vy % @R [
S 5| f[fen AT wibiam eske «bi
COrpt ferlt |
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(c) What is homology modelling? Compare
maximum parsimony and maximum
likelihood methods of tree building for
method, advantages and limitations.

2+8=10
TIETG TR [ 2 S, ARyl wiw Moo
IS FRENMSEH DS 51 Waio" 7 Fao!
e A ABRA AGS Tl 7 |
(d) Define sequence alignment. Write a note

on different categories and methods of
sequence alignment. 2+4+4=10

Y IRTIeR TR BTl | @ elifeeaes [Rfey
N o= 2w esige Bl G Bl

(e} What is restriction digéstion? Compare
between Northern blot and Southern

blot. 2+8=10
@R Sizremn 2 7 76 s gTe g5
o 4 |
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