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', GenBank 
Each question carrjes 1 mark

2 PDB

3 FASTA

4 Rf Value
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PART - C
Answer any 4 questions. Each question carries 3 marks. 

$x3=l/)15' what is Phylogenic analysis ? Describe different toofs for the anarysis.l6 write about primary nucleotide sequence databases.
17' Brief account on principre, types and apprication of ger erectrophoresis.1B' what is NGs pratforms ? Narrate different generation of NGs.19 Explain the importance of CADD in drug design.

20 write a comparison between BLAST and FASTA tool.

PART - D
Answer any 2 questions' Each question carries 5 marks. 

(2x5-10)21' Narrate different kinds of protein sequence databases.

" ,TJ,:l 
is sequence afignment ? Exprain different types of sequence arignment

23 Exprain different steps invorve in a nover drug desrgn.
24. Write the principle, types and appfications of pCR


