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BIOINFOR\IATICS

(Nf ethods in IJioinformetics)
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[Maximum Mruks : 80Time : Three Hours]

Nofe.:- (l) All questions are compulsory

(2) Draw well labelled diagam whercver neccssary.

(A) Fill in the blanks :

(i) tsLAST stands for

(ii) Scquence tbrmat lbr the BLAST program is the _ format

(iii) PDII is thc database of protein

(iv) NCRI slands for

Choose corrcct altematives :

(i) Bank and Sequin a-re scquence submission tools in :

(a) DDBI (b) PDB

(c) NCBI (d) EIvIBL

(ii) Which of the following is thc first biological database ?

(a) GenBank

(b) DDBJ

(c) Atlas of protein sequctrce alrd structurc

(d) oMrM
(iii) GcnBank is maintained by :

(a) EBI (b) NIG

(c) NCBI (d) SrB

(iv) All are nucleotidc sequence database except.

(a) Swiss-prot (b) EMtsL

(c) DDBJ (d) GenBank

Ansuer in one sentcnce each :

(i) What is PDB ?

(ii) What is BLAS1-2 ?

(iii) \!hat is RDBMS ?

(iv) What is data \^?rehousirg ?

Desc be importance of data.

Describe Data Models.

Describe Data Security.
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(p) Exllain Test databases 4

(q) Dcrcribe Iliodiversity database. 4

(r) Dcscribe the RIBNIS as a datobasc Jesign. 4

l. (a) Describe the genomic databases repositories like EST. 4

(b) Describc lranscription Sequcnce Bank. 4

(c) Describe thc liaturcs of CenBank. 4

OR

(p) Explain the limitation of computation analysis. 4

(q) Dcscribe tbc genomic databases repositorics like Sl'S. I
(r) Explain the program to store I)NA sequence. 4

4. (a) Dcscribe thc Ila-shes dala structure. 4

(b) Dcs.ribe BLAST. 4

(c) Dcs,rribe the characteristics of genctic codc. 4

OR

(p) Dcsr:ribe DNA sequensc in FASTA formal. 4

(q) Desoribe program for simulatioo lbr DNA mutation. 4

(r) Discuss B]-AST-2. 4

i. (a) What is thc GenBank filcs ? 4

(b) Dcscribe the separation sequences and aDnotation. 1

(c) Explain the features of S\r'iss prot databank. 4

oll
(p) Describe thc SRS as r.trieval system. 4

(q) Describe GenBank lihraries. 4

(r) Whal is the PDll Database ? 4

6. Describe the in silico analysis of primary structule of proteio and its compirrison rvith

lcrtiary structure. 12

OR

Describe the fold recognition and Ab initio method oI tertiary protein structurc prediction.
t2

7. Describe the role of I{NIM in sequcnce alignment and explain leaturos of I{\'lMSTR. 12

OR

I)escribe thc BLAST output files and cxplain parsing of BLAST output data in Rioperl.

I2
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