File name sharktopus.pl

#!/usr/bin/perl -w
#use strict;
# usage: sharktopus.pl <file.fasta.masked> <file.out>
# output <file.fasta.subset> in columns: fastaID	Sequence
# output <file.txt> contains summary info
# THIS PROGRAM SEARCHES ENTRIES IN A FASTA FILE
# AND OUTPUTS SEQUENCES THAT ARE HALF REPEAT AND HALF
# UNIQUE SEQUENCE (Within a range anyway)
# Usage sharktopus.pl <input_fasta_file>
# Output is a fasta file containing only the sequences
# with the chimeric sequence
# 11/27/12 Chris Faulk

my $save_input_separator = $/;
my $name = ();

##################################################

print STDERR "WORKING\n";

###################################################

$sequence_file = $ARGV[0]; # the <file.fasta.masked>
$rm_file = $ARGV[1]; # the <file.out>
open (RS, $sequence_file)|| die "$!"; 
open (OUTFILE,">$sequence_file.subset") || die("Cannot Open File"); # Write subset file that contains sequences that fulfil filter requirements
open (SUMMARY,">$sequence_file.txt") || die("Cannot Open summary file for output"); # Write txt file for output
$/=">"; 	#perl special variable "input record separator". 
		#Instead of reading line by line, now will read each record that starts with ">" to the next ">"
$record = <RS>; # Give each record (normally a line but now a fasta seq) from the <RS> filehandle
$test_sequence=''; 
#$match=$ARGV[1]; #deprecated
$i=$k=0;

###################################################

while ( $record = get_next_record($sequence_file) ) {
	my @sequence = split ("\n",$record);
	my $name = shift @sequence;
	$test_sequence = join ("",@sequence);
	$test_sequence =~ s/\s|\>//g;
	$k = $k + 1;
# If the line starts with at least 20 lowercase AND ends with at least 20 UPPERCASE, print it.
# Or vice versa
	if($test_sequence =~ m/^[acgt]{20,}[ACGT]{20,}$|[ACGT]{20,}[acgt]{20,}$/) { # Magic occurs here.
		$i=$i+ 1;
#		print ">" . $name . "\n"; # make fasta format
		print OUTFILE $name . "\t"; # make column format
		print OUTFILE $test_sequence . "\n";
#		print "\n";
	}
}

print STDERR "DONE!\n" . "In $sequence_file there were: " . $i ." of " .$k . " sequences.\n" ;
print SUMMARY "In $sequence_file there were: " . $i ." of " .$k . " sequences.\t" ;
print STDERR "Or ". $i/$k*100 ."%\n";
print SUMMARY $i/$k*100 ."%\n";
close (OUTFILE);
close (SUMMARY);

#---------CLEAN ME UP-----------
system ("./smoosh.pl $rm_file $sequence_file.subset");

#---------CLEAN ME UP-----------

sub get_next_record {
	my($record) = '';
	my($save_input_separator) = $/;	
	$/ = ">";
	$record = <RS>;
	$/ = $save_input_separator;
	return $record;
}







File name smooosh.pl
#!/usr/bin/perl
#THIS PROGRAM TAKES OUTPUT FROM sharktopus.pl AND FROM xaa REPEATMASKER .out files AND COLLATES.
#USAGE smoosh.awk <repeatmasker.out> <file.masked.subset>

eval 'exec /usr/bin/perl -S $0 ${1+"$@"}'
    if $running_under_some_shell;
			# this emulates #! processing on NIH machines.
			# (remove #! line above if indigestible)

eval '$'.$1.'$2;' while $ARGV[0] =~ /^([A-Za-z_0-9]+=)(.*)/ && shift;
			# process any FOO=bar switches


$output_file = $ARGV[1];
open (OFNAME, $output_file)|| die "$!";
open (OUTFILE,">$output_file.subset.combined") || die("Cannot Open File");

$, = ' ';		# set output field separator
$\ = "\n";		# set output record separator

line: while (<>) {
    chomp;	# strip record separator
    @Fld = split(' ', $_, -1);
    print OUTFILE $_ if $awk;

    if ($. == ($.-$FNRbase)) {
	# If we read the first file
	#	s=substr($5,2) 	# Capture the first field in variable s to use it as an index of the array a. Also remove the first character, ">".
	$S =

	  $Fld[(5)-1];# Capture the first field in variable s to use it as an index of the array a.
	#	sub(".*"$2,"")	# Remove the first 2 fields
	$a{$S} = $_;#; 	# Store the the value of $0 in element a[s]
	next line;#
    }

    # Code for the second file

    if ($a{$Fld[(1)-1]}) {
	# If the first field is an index in array "a" print the line and the content of the element of the array.
	print OUTFILE $_ . $a{$Fld[(1)-1]};
    }
#    print $_;

    # Adapted from http://www.unix.com/unix-dummies-questions-answers/151983-multiple-column-print-after-lookup-using-nr-fnr-awk.html
}
continue {
    $FNRbase = $. if eof;
}

File name script.awk
Ancillary file for merging data.
BEGINFILE {
    c++
}

z[$1]

$1 in a {

    a[$1]=a[$1] FS ($2 ? $2 : "0")
    next
}

{
    for(i=1;i<=c;i++) {
        r = (r ? r FS : "") \
        (i == c ? ($2 ? $2 : "0") : "0")
    }

    a[$1]=r; r=""
    b[++n]=$1
}

ENDFILE {

    for (j in a) {
        if (!(j in z)) {
            a[j]=a[j] FS "0"
        }
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