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

Answer either in English® or in Assamese.

1. Answer the following questiéns as directed.
Tx1=7

(a) Who coined the term Bioinformatics ?

(b) What is RasMol ?
RasMol & ¢

Contd.



(c)

(@)

(e)

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

OO (T RS BRs @ oitiEs ¢

(9% Teaes! Ao Tierear)
() EMBL
(i) SWISS PROT
(ii) PROSITE
(iv) PIR

—  “was the first developed

: secondary database. (Fill in the blank)

——— X7 2T TYRA (R T TION |
= - (R IR 73 79
() PRINTS
. ({ii) PROSITE
(i) PDB
(iv) PIR

MEME is the abbreviated form of {
(Choose the correct answer)

Y (DI AR T MEME ¢
(% Ceseo! s Glenear)
(i) Multiple Expectation Maximization
for Motif Extraction ;
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(ii) Mega Expectation Maximization for
- Motif Extraction
(iij) Micro Expectation Maximization
for Motif Extraction
(iv) Multiple Expectation Maximization
for Motif Elicitation

(/ Which of the following is not software
for dot plot analysis ?
(Choose the correct answer)

o (IO ©F 25 ResEeT voEs N ¢
(s7 Teweo! b Tferean)

() DOTMATCHER
(ii) 'LALIGN
(i) DOTLET
(i) SIMMI
() The process of finding the relative

location of genes on a chromosome is
called : (Fill in the blank)

TN T Sirefire g ReiR Sleea
feriee @ I =
(N 52 97 7))
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Answer the following in one or two

(b)

(c)

(@)

(e)

0

sentences : (any four) - 2x4=8
were Al ePTRE @bt A 70l ISt Ter farat e
(Rewlzant 51301

7 (a) What is proteomics ?

i & ¢

What is chromatogram in bioinformatics ?

@@WW T o & ¢

”.Wh'_at- is Secondary database ?

Tl SIBIs 2

What is FASTA ?
FASTA & ¢

What is PDB ?
PDB & ¢

What is Molecular Docking ?
el TR & e
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3. Write short notes on: (any three)

SO Bl o (Rt A5

(a) Genome annotation

[k u_ﬂmtﬁm

9%x3=15

(b) Restriction digestion
(c) PCR '
(d) ENTREZ

(e) Comparison of Global and local
alignment

CIERR 9 T AT oo 41 |

4. Answer the following questions : {any three)
10x3=30

| oo empTE Ted B ¢ (Rt fofany)

(@) What is homology search? How to
perform a homology search? What is
the application of Homology search ?

- e 2+5+3=10
T TS SHpTEe & 2 (S TN T SR
IR 2R 2 LTS SRpEme et & 2
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. Define Multiple Sequence Alignment . .
(b) el ple Seq ignme () What is phylogenetic analysis ? Explain

and state its significance ? Write a note different methods
i : of Phyl i
on Pairwise Alignment. 2+2+6=10 analysis. What is the impy@;r(;grellg: t:;;'
L Biological databases ? =

@ e & o 3R steer] & 2 el T S i

oo @ eliftameaeis R <t (et Tt Rl e 2 PReT OB RoRers
Rfon oie R ol | e et ©ibass
a3y ¢

(c) What is Bioinformatics ? Write briefly
on necessity, goals and applications of
bioinformatics. _ 1+3+3+3=10

Bl S AR REw v Bt

(d) What are “Open Reading Frames” and
how to detect them ? Write a note on
NCBI. - 6+4=10

oot R G R SR ©FF (IR el
<R R » NCBI 3 Rawg €61 @it ol

(e) Compare Southern and Northern
Blotting. Write a note on Western
blotting. 6+4=10

Southern ®% Northern ABER Gl Tl
Western Fies R <ol (Grmt fori |
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