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Answer all questions

The fiSrmes in the right hand nogin tudicate nwks

Candidates are rcquired to give their answers in

their own words as far as practicable

GROUP-A

Answer any two of the following question^s : 
^2x2

1. 'What is Proteomics ? Mention any two tools

used for predicting the 3D structure of
proteins. I + I

(fim Oect )



(2)

2. E ptain6cD5mmfu Plogrmiry4proaches
used in Pairwisc Sequgoce Alignment (PSA).

3. 'Write down the omparison between PAM
andBLOSUM.

4. Descdbc the various types of BLAST.

GROI'P-B.

Ansrver my two 9f thrc following *"t*ot ;,
5. What is a Genetic Algorithm ? Which algo-

rithms are conroonly usod for sequence

aligment? 2+2

6. What is the FASTA format ? How can you
recogEize I sequerrce in FASTA fsmtt ? 2 + 2

7. Whatis a DBMS (DatabaseManagement
Syst€m) ? Whd ss 1fo moin goels ofbiologi-
caldatabase ? 2+2

rcEfircrlrrzs (CqfrgaC)

I



(3)

E. Differentiate between phylograms and

cladograms. Briefly explainthe concepts of
Maximum Parsimony (MP) andMaximum

Likelihood(Ml). 2+2

GROIJP_C

Answer any one of the following quet,tot 
; ,

9. Define Low Complexity Regions (LCRs).

What is bootstrapping in phylogenetic

analysis ? Which methods are used for
constructing distance-based phylogenetic

tree ? What is the role of an outgroup in
phylogenetic tree construstion ? Srrmmarize

the key steps involved in constructing a

phylogenetictree. I + I +2+ I +3

10. What is an alignment score ? Define k-tuples

(ktups). How does BLAST differ from

FG/IIgIi,lGDfrzs (nur Orez)



(4)

FASTA ? \[hat ar the aplic*ions ofMuldple
Sequence,{lignment (MSA) ? When should

Banklt and Sequin be used for sequence

submissiontoNCBI? l+l+2+2+2
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