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Paper : BOTRE 6026
( Bioinformatics )
Full Marks : 60
Pass Marks : 24
Time : Three hours
The figures in the margin indicate
Jull marks for the questions.
1. Choose the correct answer : (any Jfive)
1x5=5
w% el AR Sfvsat 3 (Rerear <lishy)

(@ Who proposed dynamic programming
for sequence alignment ?

SEFN IR A AN eaifies owr
I FRfE 2

() Mike Waterman and Temple Smith
(i) Needleman and Wunsch
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(i) Margaret Dayhoff (ii) Phylograms (Fi&12¥)

(iv) W. Pearson and D. Lipman (iti) Cladogram (FTN)

(b) Gene Bank is a
(iv) Chronogram (&)

o & v —
() protein sequence database ~ (e) The sequence retrieval tool of EBI is
oo S SR | EBI I &% S SiRal 24
(i) nucleotide sequence database () Entrez
REEPebiRT s waps ' | (i) SRS
| (iiijy STAG

(iii) enzyme database
(iv) Sequin

(c) Which of the followin

TG SLUPTEIR

(iv) expression database
YPHT SYTIR

: is
alignment tool ? g1sa Seduence

ST (FINTD SR @I e o
(i) BLAST

(i) PRINT

(iii) PROSITE

Who among the following scientists
established the first Bioinformatics

database ?

siast SYeter A e ?
(i) Richard Durbin

(i) Pearson

(iii) Dayhoff

(iv) Michael J. Dunn

(iv) PIR .
(g) What does proteomicCs refer to ?

(d) The branchin : s 3
1ng pattern of a
phylogenetic tree is calleq ?;ﬁ@ : 1 ?w?
i) Biomolecules

W. T T M B @i 2o o .
(i) Dendrograms ( (TG 2l1) =
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(ii) Set of Proteins
efog R

(ii) The entire set of expressed proteins
in the cell

@ fege Ao iR

(iv) Set of proteins in a specific region
of the cell

<ot (I ReeiT eliws sri%e

(h) Which of the following is not an
application of bioinformatics ?

A

(i) Drug designing
BTY SRS

(i) Data storage and management
O FRIF ¢ ATHA

(iii) Understand the relationships
between organisms

G TR ARE o] S
(iv) None of the above
8 OIS LW
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(i) SWISS-PROT is an

SWISS-PROT T&

(i) primary database
AT ST

(ij) secondary database
RIRBCRIMEEY

(iii) pathway database
et SPTR

(iv) literature database
o AREA SY

() The first secondary database developed
was

e Rafe (N SLRRE! T4
(i) PRINTS
(ii) PROSITE
(iii) PDB
(iv) PIR
2. Answer the following questions : (any five)
2x5=10
weq farrAl ooh! e Ted foral
(a) What is Genomics ? |

ey &2
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(b) What are the major functions of
biological databases ?

CaiT SAITRT oW I [ [e

(c) What are the primary and secondary
databases ?

A ST (N SR & [e

(d) State the applications of BLAST in
Biological Sciences.

SR Rwiws BLAST 3 2icaist Smd 11

(e) What do you mean by protein sequencing ?

Ao e IfeE [ gee

() What are the Role of Bioinformatics
in Crop Improvement ?

PR RS Torrpal Reams gt R

(g9 What are molecular phylogeny and
phylogenetic analysis ?

ke Tz &R @i TR EEns [RegE
o o @t

3.  Write short notes on/Answer the following :
(any five) Sx5=25
5 (oIl ol /o ehiaise ©es it 3 (Riceizat
b))
(a) Write about different research areas of
bioinformatics.
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(b)

(c)

(d)

(e)

(9)

(h)

ol R Srefe Rioq Sigams aishig
Rl ot

Write how you can classify biological
database.

ke SYTRT R [ied oo iRk AR
feran)

Write a note on resources of DDBJ .
DDBJ ¥ B3 7=t «ft 53 (Gt ot |

Write briefly about protein information
resources.

2o O Bt FICE HaL |

What are different methods of protein
sequencing ?

oo Srew AR Rfer srafomg & &2
Ilustrate FASTA format.

FASTA ReUPR TR0l wif% <&

What is scoring matrix ? What are
different types of scoring matrices ?

- Rk viney e TR R[fen ooR@e & e

What are the different types of
phylogenetic tree ?

T EELS 3R [fen daivms & &
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(i) Write about the Role of Bioinformatics
in Microbial genome.

oA REme SteRe @ se gt i
e o

4. Answer the following questions : {any two)
10x2=20

o) e 7ot @ Ted forl ¢

(a) What is metabolic Database ? Briefly
describe different tools and databases

of NCBL 1+9=10
ReliFim o &Fe NCBI 3 Rfon =iz
s SR RIW 550 vt |

(b) Write a brief account on different aims
and branches of Bioinformatics.

oAl REiae o S = 10 50
ferat

(c) Describe different methods of sequence
alignment.
S AL Rfen srafomz g 11

(d) What is a data submission tool in
Bioinformatics ? Describe about the
data submission process of NCBI.

1+9=10
TP ReiTe o2 Teel wifze &2
NCBI ¥ o Tui<ei] Rawn Rgweiw fil
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