CHEM 324    Perl Exercise #1

1. Obtain the hemoglobin pdb file 2DFO from the protein data bank or /data
2. Write a perl program that will read through the file and print out only the chain of your choice.
a. Input the chain letter from the keyboard.
b. Further more have your program only write out the pdb records with only headings: HEADER, ATOM, HETATM, TER, and END.
c. Use the input program arguments to input the file names that you are reading and writing.  For example
my_program.pl input_file output_file. 
d. count the total number of ATOM and HETATM cards and at the end print each number to the screen.
HINTS:

Use the substr function to grab the chain label.
 $chain = substr($_, 22, 1); 

Use the regular expression to check for the presence of a pdb record type. For example

if(/^ATOM/) { print};

What do you do if the files are missing?

What do you do if there is no chain label?

What do you do if a lower case chain label is typed in?

Try to make your program self documenting using comment cards.
Send me your program and the results from running it on 2DFO for chain B and F. 

