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BS09819, Order 2, Window 96, Step 12, 7/8

mmmmm  GeneMark.hmm prediction

1.0
05 + % I I N TN e BRI [T
OO ‘ \‘
' 10800
101
()
o
c
(]
=
$< 051 + wim
©
g
&
11200 11600 12000 12400
TR T I e e R B I A R T B e B I R e e B R e e TR o .
00 \ | L[ I A S [ | [ \ | L
> 1'0 ) 10800 11200 11600 12000 12400
05F 11 P ot L — — o7 P — o S
0.0 | | Al || AN N VAN RS \ \ R 2N PN B \ \ L
o 1'0 ) 10800 11200 11600 12000 12400
% .
=]
oy
)
n
P
Q< 0_541—‘ L I e e I e B e T T NI T IR —
c
()
e
@
2 !
= ) N O I O P I RO IR oS R PR S
o 1'0 ) 10800 11200 11600 12000
0.5 I o — I — NI o
ool Lo Ll L e L
~ 10800 11200 11600 12000
Nucleotide Position
typical.ps afypl(;alfpfs 77777



Direct Sequence

Complementary Sequence

BS09819, Order 4, Window 96, Step 12, 8/8

mmm—  GeneMark.hmm prediction BS09819, Order 2, Window 96, Step 12, 8/8

05 s R [ e TR RN R = 5 e B e I

0.0L— | | A .| \ [ | | | o | \ \ L
1' or 12800 13200 13600 14000 14400 14800

N

05*\ \—L\ LHUT\ | u'_/m_\ h—\\—‘—\ (] H\ I \—H [ (A I Il HH\H

0oL b A
1.0

O05F 9 T B i 9

> 0.0 2800 13200
1.01

05 v v ) " {i

0.0
1.0

N

0.5 RIS — —

0.0
10

0.5

- [ A R e W | |

\ 00 12800 13200 13600 14000 14400 14800

typical.ps atypical.ps



