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The figures in the margin indicate
Jull marks for the questions.

Answer either in English or in Assamese.

I. Choose the correct answer : {any seven)

1x7=7
w7 Tees! AifR Sfereal ¢
1. The Human Genome approximately contains
W femse A Rley
(a) 3 billion base pairs
o [ferm fofe @
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(b) 5 billion base pairs

¢ fiferm fofe @R

(c) 6 billion base pairs
v fiferm fefe R

(d) 4 billion base pairs
g fRferm fefe @™

The SWISS-PROT protein sequence database
has began in the year

WWWM@Q@!’%&%
f%jm@ﬁml

(@) 1988/ svbb BH
(b) 1987 / Ssba 5F
(c) 1986/ S5t 57
(d) 1989/ Sxb> BH

Which of the following are not
Bioinformatics Application ?

Ol (PERE A BAFCLIS AN T2 2

(a) Data storage and management

5T T S GBI
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(b) Understand the relationship between
organisms

GRE e T e 21T
(c) Drug designing

gial foerigfe
(d) None of the above

QAT (FIAIOIES 7T

4, The computational methodology that tries
to identify the best matching between two
molecules, a ligand and receptors are known
as—

WGl \eF Srere e Wel e SR (G T
S ARECO, TG T [EoHT & &= |

(a) Molecular matching

e fale

(b) Molecular affinity checking
wlafis SIS AT

fc) Molecular docking
RILIEE

(d) Molecular fitting
IR IEENC N
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Which of the following is an example of a

Homology and similarity tool ?
OO (BIEAIGT «BI FTet W ey Shofem Swteel
(@) BLAST

E |

() EMBOSS
Ghai

(c) PROSPECT
Gl ek

(d) RasMol
BTG

The first molecular biology server expasy
was in the year

A MR G SIS qwieiife Tce e
(@ 1992/ 3553 5w
(b) 1993/ 5559 B ®
(c) 1994 / 5558 b
(d) 1995/ svde 5
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The identification of drugs through the
genomic study is called

fom’ i Sy wiREcs 83y Paresas @[ =
(@) Genomics / f&wfg

(b) Pharmacogenomics / FificaifEafig

() Pharmacogenetics / FICHELGH

(d) Cheminformatics / IS Tl

The laboratory work using computers and
associated with web-based analysis generally
online is referred to as

FEOH TRRIT IR AE ARECS Wl’iﬂ@ &
fofes Ruar e wfts sAf=were s @[t
F |‘
(@) in silico
29 Pl
(b) dry lab
P &)
(c) wet lab
few @@
(d) All of the above
G ARHIRER
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9.

10.

Which of the following is the first completed
and published gene sequence ?

O (IICO! e A o fom @ e 3
tar=? ‘

(a) DX 174

(b) T4 Phage [/ T4 (5

(c) M;3 Phage / M;3 (TS

(d) Lambda Phage / (#WQ0] (&

- Which of the following is not a site on

internet for alignment of sequence pairs ?

OO (B! N RFFRE AT THREDS @bl 5125
T2

(a) BLASTN
A2 G
(b) BCM Search Launcher
RIEERREICACIEEEaCT
() BLASTX
AT G
(d) SIM
o
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Answer the following in ome or two
sentences : (any four) 2x4=8

<ol w@ﬁmﬁaﬁ@w«@mﬁm
(R sif<o1)

Define genomics.

femfara icel |
What is unigene in bioinformatics ?

A BTG Ee oM G &2

What do you mean by epigenomics ?

a%ﬁ@@mmﬁ%wﬁsﬁm

What is genome annotation in
bioinformatics ?

o wYRETS B bt {52

Write the full form of PDB and TrEMBL.
SRR e (G e el B

State the difference between structural and
functional genomics. i

ﬁﬁmwmﬁm’WWﬁww
4 |
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What is the major problem in identifying
genes encoding non-translated RNA ?

SRV N W99, Ao 4] S oo ware
& o4 et e

Answer the following questions : (any three)
5x3=15

WS e Te T ¢ (R ohn)

\V;hat is meant by secondary database ?
hat are the major secondary databases ?

7 2Ya+2Y4=5
¢TI ©iBIT oY [ 2 24 (3T SBIReER & &

Write the importénce of bi i
. e t iological dat
in bioinformatics. i P

o7 SYRWTS (T SAPRT 99 o7l |

TR SRR TS (e liftsasser ffre ot

Li§t any two protein databases and write in
brief about each of them. 22+2%=5

Rt 751 =7 BibiaD witRive 4l o< 30

SR R ot |
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Write a note on GeneBank.

RS <O (Bl foran|

What is data generating techniques in
bioinformatics ? What are the bioinformatics
problems that are generated by data
generation techniques ? 2+3=5

terq o s o o et 52 520 7pf8 P
Al % (2N (o SR TR e

What is Phylogenetic analysis ? Which RNA
is used in phylogeny ? What are the different

methods for phylogenetic analysis ?
2+1+2=5
wiRE e R 5 e (P! SIH.G.4

zet TeRTS <R I T e TR
e A RS At B

What is chromatogram in bioinformatics ?

o SRS FHs e 52

Answer the following questions : (any three)
10x3=30

Al e Bes fa ¢ (Rt fof)

What is Multiple Sequence Alignment (MSA)
in bioinformatics ? Which algorithm is used
for it ? Explain various approaches used in
MSA using suitable flowcharts. 2+1+7=10
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(9 YRGS - T 2T [e (o e W (T Ol By e afie o

IR SR T el A T w1 GiEwNE SIfRgE 9| qol enafie
T2 TS 51 AR R g © e EWW e B (N ObEETR (FEE
%WWW@W| s 9] TP

2. What is homology search ? How can you
perform a homology search ? What is the

: =10
5. Write short notes on : 2x5

purpose of performing a homology search pfo Coit forat ¢
with a DNA sequence ? 2+5+3=10
a) PDB
(G ST 5 2 @S B ST I @) BIBR
Wﬂ%@.ﬂmtﬂmwwwm o
fse (b) BLAST
3. Write in short about SWISS-PROT. What is
the use of SWISS-PROT database ? How are (c) NCBI
d:ata from SWISE‘?—PROT and TrEMBL O CATACAIEY
different ? Who maintains SWISS-PROT ?
4+2+3+1=10 (d) FASTA
ﬁﬁ—aﬁﬁm%%mrmmiﬂmw% Bl
%?@%WWW@%W@%?W | (¢) ENTREZ
DR FRAICTH 7 ? S
4, Whgt are primaTry and‘ secondary databases ? 6. Explain the various approaches used in
Enlist the major primary and secondary ; o alionimetit,
databases. Write the characteristics of g pairwise sequence aug '
primary database. How secondary databases aEfefas T eiftesrs IR [ sied KA
are formed ? 4+2+2+2=10

I 4l |
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7. Explain various tools used for structure
visualization. What are the goals and

applications of bioinformatics ?
6+2+2=10

SIS NI A TS Ko gl v i |
(oo YRSITT o O 2 & [o
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