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(/  DNA microarray is a technique to study

lg) Edman degradation is the method of
sequencing

Al

2. Answer the following questions : 2x4=8

(a) Write the differences between ﬁrima:y
database and secondary database.

() What is FASTA format ? Give an

example of nucleotide sequence in
FASTA format.

(c) What is Pharmacogenomics ?

(d) Write the apphcatlons of Ch1 -square
. wfests:

3. . Answer the follomng questlons (any three)
Laax3=15

(a) Briefly describe the different branches
~ of Genomics.

(b) Describe the chain termination method

of DNA sequencing. |

f L l'(c) Briefly explain essential aspects of local
and global sequence alignment..

~ (d) Write the similarities and dif ».j-_;jfrences 42N
‘between BLAST and FASTA.
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,(e) Explain the methods of optlmizmg !
sequence alignments. PRI ‘

4 Answer the following questions : IOXS-:BO

(a) Describe the role of a bxomformatman
7/ in present biological research and
development area. Jeks NS
What are the different components ofa
phy‘logenetlc tree ? Describe the

dlfferont methods' of molecular

What is BLAST ? Descrtbe th
} vanants of BLAST ’

ribe the ma,jor categones of
hxologmal data .




