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Note: (a) All questions are compulsory,
(b} The candidate is allowed to make Suitable numeric assumptions wherevi

Jor solving problems
(c} Use of calculator is not allowed. : “
Q. Question Lo Marks
No. ' ‘
Qt Describe various steps used in global sequence alignmg?ntm;:éf;ing &ynamic 4 7
programming. Align the given sequences using NetdlemansWunsch
algorithm., Use the following soring scheme: Maich’ ismatch: 0, Gap
penalty: -1 :
Seql: TGGACG
Seq2: GGAG
Q2 | Find out the most parsimoniouw mg given alignment. - - 4 7
amy = a E c D A- B _‘C - E
TRt 1
Q3 be the Eéinzip]e behind homology modeling method. Explain 5 5
model uildintg steps involved in protein tertiary structure prediction
using homology modeling. -
Q €; G%iate the sequence identity score for the given alignment: 2 3
JCTGTTACCTA
IR AN
CTACTA~CTA
Q5 | Discuss the major database resources for nucleotide sequence information | 2 5
and explain the role of the INSDC in the nucleotide sequence data.
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Q6 | Discuss the role of central dogma in transfer of information from DNA to
proteins.
Q7 Discuss various terminologies used in a phylogenetic tree?
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