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Exam No:

GAI{PAT UNIVERSITY
B. TECH SEM- Vr (BM&I) REGUIAR EXAMINATTON- APRTL1JUNE 201?

28M605 : Bioinformatics

TIME:3 HRS TOTAI MARKS: 60

Instructions: (i) This Question paper has two sections. Attempt each section rn separate answer book.
(2) Figures on dght indicate marks.
(3) Be precise and to the point in answering the des*iptive questions,

SECTION: I

Q.r (10)
(a) Write the difference between: (i) nucleotide and nucleoside and (ii) prokaryotes organism and 5

eukaryotes organism.

(b) Explain in detail modification of RNA. 5

OR
Q.l  (10)
(a) Define: Bioinformatics. Explain its various applications. 5

(b) Describe the process of the DNA transcription with neat diagram. 5

Q.2 ( 10)
{a) What is protein? Explain the process of protein folding with diagram. 5

(b) What is motif? Explain different types of motif. 5

OR
Q.2 (10)
(a) Define peptide bond. Enlist the different functions of protein. 5

(b) Explain the polymerase chain reaction (PCR) with diagram. 5

(10)
What is sequence alignment? Explain the types of sequence alignment. 3.

Find the best pair wise global alignment of GAATC and CATAC. Use extenclecl linear gap 1
penalty of -4.Use the following substitution matrix.

Q.3
(a)

(b)

.{ L^ G I'

A l0 -5 0 -5

(l -3 t0 -:! 0

G 0 -5 10 -3

:T - i 0 -f, l 0
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Q.4
(a)

(b)

5

7

Q.4
{a)

rilr
(c)

SECTION: II t

what is DNA sequencing? And explain the procedure of DNA sequencing with neat diagram'

How Do Mutations occur? Explain the types of mutations'

OR

Wlrygenesequenceinformationandthepattemofelreactir, ityinacelldonotprovidea
complete and accu'ate profile of a protein's structure?

Explain various steps involve in proteome analysis

Define: Genome and Proteorne'

(10)

?;i write a Perl prosram t9 pllt-:u' tii1,'-",*i:::l1t; in reverse order if and onlv if the frrst s

line of the file is ; ecCtAGCT' #;; hs, iint of tttt file is 'TCGATCGA' '

&)Wr i teaPer lp rogramtodeterminethepercentageofeachnuc leo t ideogcur ing inaSequenceS\u'' 
;;ilt a rite i'ittrout using foreach loop'

OR

?;i write a perl Program 1o. obtain reverse complement

,ATTccccrebciaacrnccTAcccTcAT' and display the

strand,complementarystrandandreversecomplementarystrand.

(b)Wr i teaPer lp logramto. readthe|ataf romtwof i lesandpr in l . thedla l l :uchawaythat l ines5
of both fires are printed attematefi'j."-nru line from one file and secoild line from another

file and so on. 
(10)

Q.6 -.'-nr .- - -^-^r^-or{ ranmraoe for the bioinformatics applications' Bnlist 5

(a) What is PERL? Why,PER[- i: u p:*Ted laneuaee for the bioinformatics

and explain tt e Ueniftts of using PERL programming language'

(b) write a Perl proglam.with a subroutine to append ACGT to DNA' Also Illustrate the pittalls 5

\-/ 
of not using my variables in subroutine'

(10)
f,

f,

(10)
a

(10)

of a DNA strand 5
original strand, reverse

END OF PAPER.-.
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