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List out i
4 :a) the difference between Globa| and Local alignment.
b) Calculate the score S(a,b) for the given sequence alignment by Needleman-
Wunsch algorithm. :
ki GATATCTTGAAGC
GAAT - - - GAACCA
Use the similarity matrix below, with a gap penalty of -2.
A G C T
— A 10 -1 -3 -4
G -1 7 -5 -3
c 3509 0
T 430 8
5 What is dot plot? Construct a dot plot for the given set of sequences.
S1 = GCAGGAAGTCTA
52 = GCAGGAAGTCTA
6 Write any eight protein sequences of your choice; perform alignment and interpret
- ri g £
at least 6 salient features from your alignment. : B
If ybu are given a novel sequence and tasked to identify similar sequences — What
will be yéhr approach? Which algorithm will you use? Reason out.
8. a) Interpret the relationship of phylogenetic analysis to sequence alignment. [4]
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7 istance  [6]
 b) Construct a rooted phylogenetic tree for the 8iVén s quence by dis

method.
Seq 1:'ASTY|STPQSTYI K

seq2:ASTRISTRASTHIK
Seq3:ATTRITTPASYIYK /
Seq4: TSTYKTTRQSTI K f/

e 5
B KOs

9.3) List the different algorithms used for 2-p struéture prediction and write ab
about

Chou-Fasman algorithm in detail, ,
|
or |

9.b) With the help of a neat flow chart describe the/steps involved in protein modell
by homology-based methods. ng

10.a) Explain the methods em ployed for gene prediction. Add a note on gene pred:ctmn
tools. >
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10.b)- “ Discuss Insilico drug designing.
_ OO U/ D/Tﬁ! OO

)



