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Note: (a) All questions are compulsory,
(b)Marks are indicated against each question in square brackets. ' b
(¢) The candidate is allowed to make Suitable numeric assumptions whérﬁa‘geq tred for

solving problems &
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Q1. Describe dot matrix method of sequence alignment. it .%STEquence having best optimal
score using the values of match=1, mismatch=-1, and ‘i?;s naliy=0.5 (3 marks)

Sequence 1- ATG _ @g}h R

Sequence 2- ATGCGTEGT
Q2. Briefly explain primary, secondary and tertiary biological databases with examples? (3
marks)
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Q4. Calculate squ%ni%s{milarity and sequence identity for the given sequences (2 marks)

e

A

&

A ™7 Sequence 2- GTCGTCATAACACTCTCTAG

ﬁxgﬁ Sequence 1- GTCCTCATAACTCTCTCTAG
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{8} Differencs hetween homologs, paralogs and orthologs. ... ... ...

(b) Submission and retrieval tools for nucleotide databases
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