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e Answer All Questions
Q. No 5 Question M
1. Explain the role of biological databases in bioscience research. 10

2. Identify the databases used to fetch the following information:
a) Genetic variation in clinical samples
b) Introns/Exon gene sequences
c) Post-translational modification data.
d) Protein structural data.
e) Protein classification based upon structure.
. . h 10
f) Single-nucleotide polymorphism
g) Somatic mutations in cancer
h) Human variation database from IIT-Madras
i) Protein classification based upon family
j) Protein isoform data

92 I

3. a) Explain the dot-plot matrix used for sequence alighment. Discuss the teatures of a |

diagonal. I o
b) Distinguish the Smith-Waterman algorithm from the Needleman-Wunsch algorithm. - 1

4, a) Interpret the different types of approaches used in multiple sequence alignment

(MSA)

b) Differentiate Clustal Omega from Clustal W in their approach for MSA

5. Compare different types of scoring matrices used for sequence alignment.
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