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Note: All questions are compulsory. Attempt all questions of a particular section
Answer each question to the point, 5

1. Answer the following questions -
a) What will be the value of Svar after these two statements .
Svar="hello”;
Svar="world”;

4. mark)

b) What is a file handle used for? Write a syntax each for' openi %,%swrltmg and appending to a
file. (2 marks)
¢) What will be the output of following perl syntax. (2 marks)
printf “%6.2f” , 360

printf “The world is \"% s\ Yn” , “beautiful” ;

d) What does the following statementdp™ . (1 mark)
Svar = S#array
e) What does <=> operator do2. (1 mark)
Write the syntax and o of G > (1 mark)
{1 mark)
2. : Cc => woys”, D => “ASP” )

ng questlons for above expressuon (coll} (1X4=4marks)

tax to obtam and print all the keys from %hash

odule? Write a perl module “MODULE.pm” containing a subroutine “MEAN" to find
' fa given set of numbers. Write syntax of calling this subroutine from a program.
(com) (4 marks)

What'is bioperl? List the advantages of using it over perl. Which modules could be used for reading
and writing files in fasta format? Write example code for file format conversion using bioperl.
{com) {4 marks)

5. What is pattern matching using regular expression? Give any four examples of regular expressions
with syntax and explanation. (col, 1) (4 marks)



