
B,Sc. Pa.t-IIl (Semester-l) Eramination
5S: BIOINFORNI{I TCS

(NIe(hods in Bioinformatics)

AU 150

[L1arimum lVlarks : 80Time : Threc Hours]

Note:-(1) All questions are compulsory

(2) Draw rlell labelled diagram wherever ncccssary.

(a) Fill in the blar*s :

(i) _ A database of current sequence map ofrhe human genome

(i) Phylogenetic relarionship can be sho$n by _.
(i! Flybase is a database for

(il) E.coli model organism database is

(t) Choose the conect altcmative :

(i) \4tich ofthe lbllowing is a protein structure darabase ?

(a) GenBank (b) Swiss-Prct

(c) DDBJ (d) PDB

(n) ST-{G is a text based search centre of:
(a) DDBJ O) GenBank

(c) PIR (d) IIVBI-
(iiD Vhich ofthe following isthe search and retrievaltool ofNCBI?

(a) SAKLTRA (b) SRS

(c) Seqin (d) Entrez

(ir') W-hich ofthe i-rrllorving is a metabolic databasc ?

(a) PIR (b) PDB

(c) KECG (d) OMIM
(c) Answer in one sentence each :

(i) What is repositories ?

(ii) What is algorithms ?

(iii) [rhat is homology ?

(iv) W}at is Insilico analysis ?
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2. (a) Describe rhc eoz.vme database.

ib) Describe the microarm], databxse.
(c) l)escribe thc architecture ofdata management.

OR
(p) Describc rhe tJ}es ofdatabase.
(q) Descdbe the importance ofdatabase.
(r) Describe data $archousing.

i. fa) Describe d1e structual orgiroization ofhuman genome.

(b) lnsilico andlsis of prima4' structures ofnucleic acid sequence

(c) Desc.rbc rhe program to store DNA liagments.
OR

(p) Describc the FST as a repositorie-
aq) Describc lhc D\A to R\A sequence databilDk.
(r) Descrihe the Cenl):tnk t'catwes.

-1. Describe thc Heshcs data struclures and algoridms for Biologl.
OR

Describe Lhc BL-{ST and features ofF-\STA formar sequence.

5. (a) Dcscrihe the SwissProt.
(b) Describe rhe GerLBank files.
(c) Explain thc Separating sequences.

OR
(p) f)escribe protcin sequence data bimk SRS.
(q) Explain the restrictior map.

\r, [xplam nar,ing annotations ioJcxing.
6. Describe the Protcin Tenia4'Srrucure Prediction \lethods.

OR
Describe thc lnsrlico prediction ol secondary stluctues ofProtein.

7. (a) AppLication o1'HIINI.
(b) Describe H\I\ISTR.
(c) Dcscribe use ofBLAST in homology.

OR
(p) BLAST output iles.
(q) Describe HN'IVER.

(r) Describe parsing ofBLAST output.

.l
s
.1

.1

.1

.l

1
.l
.l

4
.+

4

t2

l1
4

l
4

4

I
4

12

l:
4

l
.l

.{

-+

l

vox:51:6 ]:J

www.sgbauonline.com

www.sgbauonline.com

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

