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Note: (a) All questions are compulsory %i?
(h) The candzdatp is allowea' to make Suitable numeric assumptions whéﬁg wequired
for solvmg problems i A P g} o ¥
(c) Use of calculator,s s{ not allowea’ (ﬁxi
Q.No Question % e Marks
Two protein sequences arc aligned as shown belo#” g:a&
Q1 | Seql: MKTLVAG A o= )
Seq2: MKALVGG : :‘;j%%%
a. Calculate the sequence 1dent1t¥\£g )eﬁh&}s%quence similarity (%).
b. State whether the sequences arg 6@‘15; related based on identity.
Using dynamic programmin f@% ihlh find the optimal alignment for the
given pair of sequences u -'n%§ Qormg scheme as follows — match (+1), 4
Q2 mismatch (-1) and gap pena “)
Seql: ATGCT e %""
Seq2: ATCT o e
a. FASTA rmat i ¢
o3 | b- FASTAfind BASTQ format ©)
¢ Qu%h y.check
@ \g ,!-,,é?
plam, iSlogical databases. Briefly explain protein, nucleotide and 3
Q4 .hrs‘m,uctural databases.
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