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A PERL program lo draw dotplots,
#!/usr/bin/perl

#dotplot.pl -- reads two sequences and prints dotplot

# read input

§/ = "";

$_ = <DATA> $_ =~ s/#(.*)\n/\n/g;

S_ =~ A0 Ianvs Y (Ad+) \s+ (Nd+)\s*\n (. *}\n{ [A-

Znl*)IN" As* An (. *)\n{[A-Z\n]*)\*/;

Stitle = $1; $nwind = $2; S$thresh = $3;

$segtl = $4; S$seqgl = $5; $seqt2 = $6; Sseq2 = §7;

$seql =~ s/\n//g; $seq2 =~ s/\n//g; $%n = length($seqgl}; $m =
length($seq2});

# postscript header

print << EOF setfont scalefont 20 findfont Helvetica translate 30
setlinewidth 1,75 def load fill f closepath ¢ newpath n rlineto r
moveto m lineto 1 stroke s %!PS-Adobe-»

fiprint macrix

$d@x = S00.0/%n; $mdx = -$dx; $dy = 500.0/%m;
if ($dy < Sdx)  ($dx = $dy:) $dy = $dx; Sxmx = $n*$dx; S$ymx =
Sm*§dx;
print "0 510 m ($title NWIND = $nwind) showin“;
printf "0 0 m 0 %9.2f 1 %9.2f %9.2f 1 %%.2f O 1l c s\n",
Symx, $xmx, $ymx, $xmx;
for ($k = $nwind - $m + 1; Sk < $n - $nwind; S$k++) {
$1 = $k; $3 = 1: if ($k < 1) (%1 = 1; %3 =2 - §k;)
while ($i <= $n - $nwind && $j <= $m - $nwind) {
S_ = ({substr($seqgl,$i -1,%nwind) ~ substr($seg2,$; -
1, $nwingd)};
$mismatch = {$_ =~ s/[*\xC}//qg);
if {$mismatch < $thresh} {
$x1 = ($1 - 1p*$ax: $yb = ($m - $j)*$dy:
printf *"n %9,2f %9.2f m %9.2f 0 r ¢ %5.2f r ¥9.2f 0 r ¢
fyn",
$x1,$yb, $ax, §dy, Smdx;
1
Sivd; Si++;
}
}
print "showpage\n";

__END__

ATPases lamprey / dogfish #TITLFE

15 6 #WINDOW, THRESHOLD
Petromyzon marinus mitochondrion #SEQUENC " 1

ATGACACTAGATATCTTTGACCAATTTACCTCCCCAACA
ATATTTGGGCTTCCACTAGCCTGATTAGCTATACTAGCCCCTAGCTTA
ATATTAGTTTCACAARCACCARAATTTATCAAATCTCGTTATCACACACTA
CTTACACCCATCTTAARCATCTATTGCCAAACAACTCTTTCTTCCAATAAAC
CAACAAGGGCATAAATGAGCCTTAATTTGTATAGCCTCTATAATATTTATC
TTAATAATTAATCTTTTAGGATTATTACCATATACTTATACACCAACTACC
CAATTATCAATAAACATAGGATTAGCAGTGCCACTATGACTAGCTACTGTC
CTCATTGGGTTACAAAARAAMACCAACAGAAGCCCTAGCCCACTTATTACCA
GAAGGTACCCCAGCAGCACTCATTCCCATATTARTTATCATTGARACTATT
AGTCTTTTTATCCGACCTATCGCCCTAGGAGTCCGACTAACCGCTAATTTA
ACAGCTGGTCACTTACTTATACAACTAGTTTCTATAACAACCTTTGTAATA
ATTCCTGTCATTTCAATTTCAATTATTACCTCACTACTTCTTCTATTA
CTAACAATTCTGGAGTTAGCTGTTGCTGTAATCCAGGCATATGTATTTATT
CTACTTTTAACTCTTTATC TGCAAGARAACGTTT*

Scyliorhinus canicula mitochondrion WSEQUENCE 2
ATGATTATAAGCTTTTTTGATCAATTCCTAAGTCCCTCCTTTCTAGGA
ATCCCACTAATTGCCCTAGCTATTTCAATTCCATGATTAATATTTCCAACACCAAC:
AATCGTTGACTTAATAATCGATTATTAACTCTTCAAGCATGATTTATTAACCGATT . 4T
TATCAACTAATACAACCCATAAATTTAGGAGGACATAAATGAGCTATCTTATTTACA 'CC
CTAATATTATTTTTAATTACCATCAATCTTCTAGGTCTCCTTCCATATACTTTTACG. CT
ACAACTCAACTTTCTCTTAATATAGCCTTTGCCCTGCCCTTATGGCTTACAACTGTAT TA
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ATTGGTATATTTAATCAACCAACCATTGCCCTAGGGCACTTATTACCTGAAGGTACCCCA
ACCCCTTTAGTACCAGTACTAATCATTATCGAAACCATCAGTTTATTTATTCGACCATTA
GCCTTAGGAGTCCGATTAACAGCCAACTTAACAGCTGGACATCTCCTTATACAATTAATC
GCAACTGCGGCCTTTGTCCTTTTAACTATAATACCAACCGTGGCCTTACTAACCTCCCTA
GTCCTGTTCCTATTGACTATTTTAGAAGTGGC TGTAGCTATAATTCAARGCATACGTATTT
CTCCTTCTTTTAAGCTTATATCTACAAGARAACGTATAR
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The structure of £. coli thioredoxin [2TRX] contains a central five-stranded f-sheet flanked on either side by
a-helices. Residue numbers correspond to those in the multiple sequence alignment table. The N- and C-
termini are also marked. Spheres indicate positions of the Ceaatoms of every tenth residue. The reactive
disulphide bridge between Cys32 and Cys35 appears between the numberals 30 and 60 .

Hiden Markov Models ( HMMS) :
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http://cse.ucsc.edu/research/compbio/sam.htmi

http://cse.ucsc.edu/rescarch/compbio/HMM-apps/HMM-
applications.htm/

http://www.sanger.ac.uk/Software/Pfam.
http://stash.mre-Imb.cam.ac.uk/SUPERFAMILY/
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drawtree.prl - PERL

program to draw binary trees.

#!/usr/bin/perl

#drawtree.pl -- draws binary trees {root at top)
¥kusage: echo '(A{(BC)D)(EF))' | drawtree.pl > output.ps
print <; chop($tree); $_ = reverse($tree); s/(())//g;

$x = 0; Sy = 0;
while ($nd = chop()} {
print "$x $y m ($nd) stringwidth pop -0.5 mul 0 rm ($nd)
show\n";
$xur{$nd} = S$x; $x+=20; $yy($nd} = 10;
)

while (Stree =~ s/(2{[A-Z])({A-Z]1))2/1/) {
print *n $xx{$1) Syv{$1} m\n*";
(Syv{51) > Syy{$2}} || {Syv(S1l) = $yy{$2)}:; Syvy(51}) += 20;
print "$xx{$1} Syy{S$1l) 1 $xx($2} Syy(S1l} 1 Sxx($2) Syy{$2} 1
s\n*";
$xx{$1) = 0.5*({$xx{$1} + $xx{$2));
lprint "n $xx{S$tree} Syy($tree} m 0 20 rl s showpage\n";

Srx = 2*Sx + 30; Syt = 2*Syy{Stree) + 146;
print "%%BoundingBox: 40 95 Srx Syt\n*;
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