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TEST -1 EXAMINATION- Sept.2017
B.Tech V Semester (Biotechnology)

MAX. MARKS: 15
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Note: All questions are compulsory. Carrying of mobile phone during examinations. wzll be

freated as case of unfair means.

1. Which of the following sequence formats is preferred for most .:.s_;équénce analysis

( programs-GenBank, FASTA, XML, EMBL and why? (2)
2. Distinguish between: (10) |
(a) Smith-waterman and BLAST
(b) Primary and secondary database
(c¢) UniGene and UniParc
(d) Lincar and Affine scoring system

(e) Dynami¢ Pro gramming;_dﬂd heuristic methods

3. Find Smith-Waterman alignniént for the following two sequences: ATCAGAGTC and

GTCAGTCA. Gap penalty—-Z (3)
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