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M,Sc. Part-I Scmester-Il (CBCS Scheme) Exahination
BIOINFOR]\{ATICS

(Gcnornics)

Paper-VI
Timc : Three Hoursl [Ma,rimum Marks : 80

Notc:- (l) ALL questions are compulsory and carry equal
mark.

Draw suitable diagrams wherever necessary.(2)

Describe :

(a) Organization of prokaryotic genome.

O) Gene prediction in eukaryotes.

(c) Genome maps

(d) Significance ofyeast genome.

OR
(p) High through put gcnome sequencing
(q) Applications ofcompuutional genomics

(r) Gene prediction tools in prokaryotcs

(s) Genome databases.

Erplain :

(a) DNA array database

(b) Applications ofDNA micro aray
(c) Annotation ofgenome sequences

(d) Sequcnce repeats.

OR
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(p) DNA anay for global expression profile. 4

(q) Tiansposable elements 4

(r) Construction ofphysical maps 4

(s) Sequencing ofhrunan geflome. 4

3. Describe :

(a) Compositional analysis 4

(b) SNP detection 4

(c) Epitope prediction 4

(d) Prediction ofsplite sitc sequence. 4

OR

(p) Cluomosome rcarrangement 4

(q) Clustering ofgcnes 4

(r) SNP databases 4

(s) Prediction ofpromoter sequcnces. 4

4. Define comparative gcnomics. Describe in detail any iour

applications of comparativc gcnomics of eukaryotes.

t6

OR

Describe in detail the role ofcomparalive genomics in

arthologs and paralogs and in vertical and horiziintal gene

transfer 16

5- Define llPGMA. Describc in detail distance bascd

phylogenetic analysis. 16

OR

Define character bascd phylogenetic aDalysis. Describc

in detail maximum parsimony and maximum likelihood

method. 16

uBS-g 2t95 2 125

www.sgbauonline.com

www.sgbauonline.com

http://www.sgbauonline.com
http://www.sgbauonline.com

