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Some thoughts - Assignment #1
• Applaud to those that have submitted on 

time

• Can a biologist do programming? – YES

• Is there a “right” or “wrong” program? 

• Many ways to program - efficiency



@chomp

• New line can be a character (when you hit 
“Enter” in your keyboard, it generates a 
new line)

• You don’t see it, but it is there
• Cutting out new line



Reading in file

while (<>) # read in a file line by line

@array = (<>); # read in the file as any 
array, every line is an array element



Reading	in	file
open (MYFILE, “file.txt”) #	open	a	file	
name	file.txt and	assign	it	to	the	variable	
MYFILE.	

while	(<MYFILE>)	#read	in	the	file.txt and	read	
in	line	by	line

@array = (<MYFILE>); #	read	in	the	
file.txt as	any	array,	every	line	is	an	array	
element



ReadFile_WHILE.pl
#! /usr/bin/perl -w

open (MYFILE, "file.txt");
open (OUTFILE, "> outfile_while.txt");
while (<MYFILE>)
{

@tmp = split (/\t/);
chomp @tmp;

print OUTFILE "$tmp[0] || $tmp[1]\n";
}

close (MYFILE);
close (OUTFILE);



ReadFile_ARRAY.pl
#! /usr/bin/perl -w

open (MYFILE, "file.txt");
open (OUTFILE, "> outfile_array.txt");

@array = (<MYFILE>);
chomp @array;

for ($i = 0; $i <= $#array; $i++)
{

print OUTFILE "$array[$i]\n";
}

close (MYFILE);
close (OUTFILE);



CLUSTER	3.0







Clustering	Results

• *.cdt – clustered	data	table
• *.atr – array	tree	(samples)
• *.gtr – gene	tree	(genes)



Java	Tree














