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TrEMBL

BLASTDp

Motifs

Global alignment
GenBank

Secondary Databases
Clade

Profile

Bit Score

Gap penalty
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UNIT-I

2. (a) Write anote on the role of Bioinformatics in Biotechnology.

6
(b) Discuss the structure and construction of Pfam. 7
3. (a) Explain any primary sequence database in detail. 6
-~ (b) Elaborate on the organization and applications of SCOP
database. 7
UNIT-II
4. (a) Explain the Needleman and Wunsch algorithm for pairwise
sequence alignment. 7
(b) Discuss the construction of PAM matrix. 6
5. (a) Elaborate on the algorithm of BLAST and its applications.
7
(b) What is the significance of the concept of log odd ratio?
6
UNIT-III
6. (a) Discuss the different tree topologies. 6

(b) Elaborate on the applications of phylogenetic analysis. 7

7. Explain any one method for phylogenetic tree construction.

13
UNIT-1V
8. (a) Discuss any one method for protein secondary structure
prediction. 6
(b) Explain the strategies used for protein prediction. 7
- 9. (a) Elaborate on any method of gene identification. 7
(b) Write a note on Rasmol. 6
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