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AW-l757

B.Sc, (Part-III) Semester-V Examinarion

55 : BIOINFORMATICS

(Methods in Bioioformatics)

Time : l'kee Hoursl [Maximum Marks

Note :-(l) All questions are compulsor!.

(2) Draw well labelled diagram wherever necessary.

l. (a) Fill in the blanks :

(D is an infonnation retrieval system of NCBI.

(ii) is a protein information resource database.

(iii) I'hc FASTA format of sequence begins rvith _ symbol.

(iv) GenBank is maintained by

(b) Choose the correct ahernative :

(i) All are nucleolidc scquences databases cxccpt :

(a) Swiss-Prot (b) EMBL

(c) DDBJ (d) CenBank

(ii) Phylogcnetic relationship car be shown by :

(a) Dendrogram (b) GenBank

(c) Dara tool (d) lcndrogmm

(iii) BLAST program is used for :

(a) DNA sequencing &) Sequcoce alignment

(c) Basic sequence searching (d) DNA barcoding

(iv) \lhich of the following is protein tertiarj, structure prediction method ?

(a) BI-AST (b) SRS

(c) Hornolog-v modeling (d) HMM

(c) Answfl in one sentencc each :

(i) What is ES1 ?

(ii) what is RDBMS ?

(iii) What is genome ?

(iv) W'hat is scquence alisnment ?

2. (a) What is database ? Types of databases.

(b) Describe the enzyme database.

(c) Describe Dala managcment and Architcctuie.

OR

80

2

2

4

4

4

4

YBC 15125 (Conrd )

www.FirstRanker.com www.FirstRanker.com

www.FirstRanker.com



www.F
irs

tR
an

ke
r.c

om

,1

1

4

.l

.1

1

(d)

(")
(1)

(a)

(b)

(c)

(d)

(")

(0

(a)

(b)

(a)

(b)

(c)

(d)

G")

(r)

(u)

(b)

(a)

(b)

(c)

(d)

(e)

(D

Describ: microanay darabas..

Whal is data scouril) ?

Explain database desigrL.

Explain GenBank as a laral.esc.

Whai alc lhe limitalion, (,1 .omputer.nalysis','

Describ,: transcription.

OR

Describe structrrral organizulrons of genome.

Dcscribe STS.

DcscribD Genome databases.

Explain BL.A,ST lool and irs tvpes.

OR

Explain protein tronslatron and genetic code.

Desc be proteiD scquencc dirlabase.

Dcscribe protcin structure d.tabasc.

Describe GenBanl file lbrnrLt.

OR

Describe restriction maps.

Explain SRS features.

Describe CenRank libraries.

Explain structural lelel of 0rolcins.
OR

Ilxplain prolein tcrliar) strLrclure predicrion methods

Explain HMM applicaticu in sequence alignment.

lxplain features ol Riopcrl

What is sequence 1-]661'leg.,- 'l

OR

Writc applic.rtions of H\11r1 n slructurc prediclion.

l)escribe parsing (il BL-\SI output.

Describc BLASl string matchirlg in Biopcrl.
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