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in the separate answer books

I' i'flJlil;;;;' "' notation are used'

Section-I 12

Que -t 
(a) what is the central dogma of moiecular biology? And explain the process of

translatlon
(b) Enlist the enzyme's as'sociated with DNA replication And explain the

\v, 
i:nction of each in brief' 'oR 

\2

?:j:T,::'Jl*,^l"Ti,"':fl .1T;,if il:ilnilo"liilo*i"lea'ldiagramorbas'lc

what is secondary structure motif? Give any three examples of it' And explain it

with neat diagram

What is DNA sequencing'/ And explain the procedure of DNA sequencing with

Kitliitt'lli"t"'erase chain reactioil (PcR) with diasram'

Explain with neat diagram cell-based DNA cloning'

Enlist the protein **tio" ""U "lrp'ain 
the process of protein folding with diagram'

I i nd out,h. "Tt.,l .p,:::l,i#:il,; J['ffig,1i",T,",illil*"s 
bv dvn amic

oroaralltnitrg' Where the sco

i'iT;i:Ti'nt$ itr"l ;'; L'r:E'Tlilrc ; A r c c A

Que.- l
(a)

(b)

Qtle.-z
(a)

(b)

Que.-2
(a)

(b)

Que -3
(a  )

l l

1 l

t2

(b) Define: bioinformatics' gene' vector' restriction enzymes'

Section-Il 12

QLre -4 
/a) Explain the following commands with their options and examples:

\a) 
ii'i"it ''i'11ii,il3l"J''5' used to add or delete an elemenl from the arrav?

(b) How splice.Iun

l;i ixptaiir split and join function wrln ex.rrrP*'
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Que.-4
lal

(b)

Que.-5
(a)

(b)

Que.-5
(a)

(b)

Que.-6
(a.)

Explain various methods of changing fiIe permissions in limrx.

Explain the conditional statements if..elsif..else and unless with examples. :

Write a Perl prograrn to determine the percentage ofeach nucleotide occun'ing in a
sequence read from a file and Write the results to the same file'

Write a Per[ program that checks if two strings given as arguments arc reverse
complements of each other.

OR

Write the shori note on genome analysis.

Write a Perl program that switches tlvo bases in a DNA string at specified
positions.

Write a Perl program to read the contents of two files and Write the contents of
botlr the files in the third file but by arranging the contents alphabetically'

Write a Perl program to check whether tlre given string is a DNA sequence or not'
If it is a DNA sequence, display it in botlr upper case and lower case.

END OFPAPER

12

1 i

l l

l 2

(b)

Page 2 of 2

gn
u.i

nfl
ibn

et.
ac

.in


