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1. Attempt any four parts :- (Dlstmgulsh between followmg)

(b) Pairwise v/s Multiple sequence alignment

(c) Dynamic v/s Progressive sequence alignment

(d) BLAST v/s FASTA
(e) PAM v/s BLOSUM
(f) Needleman Wunsch v/s Smith Waterman
2. Attempt any two parts of the following :

(a) Bythe use ofthe UPGMA (Unweighted Pair Group Method
With Arithmetic Mean) find out phylogram (gulded tree)

from given distance matrix :
(‘ A | B Cl| D E F
A= :
Bi2 | -
Cl4 14 -
D |6 6 6 -
'E [ 6 6 | 6 4 -
F |8 | 8 8 8 8 -

BT403/DQJ-21640

_ (5%4=20)
(a) Character based v/s Distance based methods

(10x2=20)
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3.

(b) Define the concept of file format. Write down various types
of file formats that are used in Bimolecular sequences.

(c) Explain the concept of sequence patterns. Write down
various pattern representations that are used in
bioinformatics. ‘

Attempt any two parts of the following : (10x2=20)

(a) With the hélp-of Needleman Wunsch Algorithm, find out

the optimal alignment that are existing between Seq Aand Seq B

(

. With score
SEQ A : — ACCCTGGAT Match = +5
SEQB:— ACCGGA_T Mismatch =—~1

Gappanauty = -2

| (b) Define the concept of Homology. How are Orthologues

and Paralogues helpful in finding évolutionmy relationship
with the help of an example ?

(c) Define the concept of scoring_matrik. Explain various types

of scoring matrices that are used in bioinformatics.
Attempt any two parts of the following : (10x2=20)
(a) Define the concept of multiple sequence alignment. \Y;:e

and explain various methods that are used for multipie
sequence alignment.

(b) What is Database Search ? Explain various versions of
Basic Blast. . ' '

(c) What is Phylogeny ? Explain various niethods that are used
in phylogenetics by taking an example.
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Attempt any two parts of the following : : (10x2=20)

(a) Define the term protein tertiary structure prediction. Explain
various methods that are involved in it.

(b) Explain the cdncept of drug discoVery. Write down various
steps that are .involved in drug designing. =~

(c) What is protein secondary structure prediction. Explain
various methods that are used ‘for secondary structure

prediction of proteins.
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