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2BM6O5 I]IOINFORMATICS

Tirne: 3 Hours
I nstructions:-

1. All the questions are ccmpuisory'
2 .Answerofeachsect ionmustbewr i t ten inseparateanswerbooks.
3. Figure to the right indicate marks'
4. Assume data, if needed.

SECTION: I

GANPAT UNIVERSITV
B.T'ECH SEM W BIOMEDICAL & INSTRU}AEN]ATION F'NGINEER'INC

REGULAR EXAMINATION April - June 2015

Tota lMarks-70

Que' 01 
a) what are the advantages of using Perl? why Perl is rnore suitable for

B ioinformatics aPPlications?
b) Describe holv to'iead data frorn a single line ancl mirlri line files in Perl with

the helP of suitable examPle'
OR
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Que .0 l

Que.02

Que.02

Que.03

a)

b)

a)

b)

Wr i teaPe r i p rog ramtoob ta i n reve rsecomp len ren ta r yo faDNASt rand .
Disp laytheor ig ina l r r ronO,reversOstranci 'compiementar-ys i randani j reverse
complet nentarl' srrand.
Wriie a Subroutine in Perl to append AGCT to given DNA sequence'

ili.lA Sequence:'AGCTAGCTAGC'|''

write a Feri program to print the contents of file if and only if the flrst iine of

the file is ,AAAACCCCi and the last Iine of file is 'GGGG'lT'fl-' '

-Wriie a Perl prograii:r io read the data from t,'.ro files and print the contents o{.

the first followed by the contents of the second'
n nt rr(

write a Perl program to search a data file for the motif of intcrest' Ask the

user for filename he wants to check in. Also ask for the motif he wants to

check for. The program shoiild bc executed only u'hen the password entered

by the user is correct'
i'_pra" ,irc use of fbreach loop with the help of suitable example.

Wr i teaPer lprogramtocount t l renunrberofGlyc inery i loac idmoiecules
present in a protein *qu.nr. read^f19m a file, Triplet codes for Glycine amino

acid are GGA, CGC. CGG and GGU'

Give the cutput oifoliowing Perl program'

@UitOa : 1"pigeon", "sparrJw" , "oarrott', t'cuckoo"' "crow");

@nunrbers 
= {22,32, 42,52,62);

X. "- : -. -- - ./<r-=* +r, i*,., 45, 22.7 r " cack", 3. 1 4) ;(4UnILlIi - t pEIrEurrr

print "$birds[0]\r";
- - i - i  . ; t - , , m k o r c l i  l \ n " '
p l i l l l  o l l u r t r u w r J L r J \ r r '

print "$unionIS#union]\n";
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Que. 04

Que.04

Que.05

Que .05

Que. 06

a)

b)

SECTION: II

Define following terms.
l. Molecuiar BiologY
2. Bioinformatics
3. Medical Informatics

Draw and explain the structure of

process of protein sYnthesis
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4. CornPutational BiologY
5. Gene

- 6. Genome
RNA. What is the role of RNA in the

OR

{121

t11 l
the process of

Mutation with

u1l
help of suitable

Reaction with its
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a)

b)
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a)

b)

a)

b)

a)

b)

lrzl
Which enzymes take parts in the process of DNA replication and transcription

process? Explain the significant of each.

bxplain the itructure arid function of Messenger I{NA, Transler RNA and

Ribosomal RNA.

what is central Dogma of molecular biology? Briefly explain

DNA replication with the help of suitable diagram'

Give thi difference betrveen Point Mutation and Frame-shift

the heip of examPle. 
OR

Explain the process of translation in eukaryotes with the

diagram.
Whlt is Cloning? Explain the process of Polymerase Chain

advantages and disadvantages.

What is the significant of Sequence Alignment? Cive the difference between

Local alignment and Ulobal Alignment'
-omputr-ine optimal global alignment flor the following nvo IJNA sequences'

using Needlemarr a.d Wunschllgorithm. Take Match score = +1, Mismatch

,"ori: -l and Gap penaltY: -2.

DNASequencel=AGGT
DNA Sequence2= AGCGT

-END OF PAPER.
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