Gene 7

| Version 2.5p (09.08.06)

Copyright 1993 - M. Borodovsky, J. Mclninch

PROGRAM INFORMATION

Sequence . Cordoni a phage Fairfaxi dum conpl et e sequence,
Anal ysis Date 6/ 23/ 17 at 16:35:49

Pages 25

Sequence Length 50187 bp

GC Cont ent 66. 58%

W ndow Length 96 bp

W ndow St ep 12 bp

Threshol d Val ue 0. 500

PS- Ver si on 1.2

GeneMark Options : PostScript graph,
Mark ORFs / splice sites,
Li st ORFs,

Li st regions and/or splice

sites,

MATRIX INFORMATION

Matri x -
Aut hor -

O der 4

Send questions / coments to:
Dr. M Borodovsky
Ceorgia Institute of Technol ogy
School of Biol ogy
Atlanta, GA 30332-0230

50187 bp including 10-base 3’ overhan

For help or information, send electronic mail to: custserv@genepro.com, or mark@amber .biology.gatech.edu

j (TCGCC




1 complete sequen
1 complete sequen

10

0.5

N

Direct Sequence

(&)
c
(O]
>
O
(O]
n
>
©
E< 0.5
(O]
£
Q
o
5
S| 0o
1.0
0.5
0.0
typ

%87 E%Hé a n bar %|3 i8\r/]erhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 2/25
ey AT g &S5 8 0erhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 2/25
ro —h — =iy 1 oy e e e

I e N ‘-\JM Y A N I U NN N R R APV B
. 400 800 1200 1600 2000
o | — g I
\ ] \ | | ] ] | | \ \ ] L \ A \
400 800 1200 1600 2000
Nucleotide Position
ical.ps afypl(;alfpfs 77777



n complete sequen%S? E%Hé a n bar %|3 i8\r/]erhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 3/25
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g (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 5/25
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».overhan
ion
over

3
5

1 complete sequen
1 complete sequence

10r

9ouanbas 10811

aousnbag Arejuswa|dwo)

‘ ‘ % ‘
o o o o 5 M .
_|S S = B BE s
0 > S | 13 g S
I 1
~ -
| - | ~
H\|\
R E e M )
3 3 S 1 o lo L o
| S S = B s s
o o 38 S » S 8
L 1 D = 13 18 ) 18
B E— ﬂ B
=
r I\I\\
n —————— 1 = \(I\ - — 9
|l L T - | )
o o o 5 . .
lllllll B e 8 3 —18 44 13
-z © 3 3 i S 8 g
IR ~ _ 2 © S I 3 3
_ B ] | ) ) |
S S S B 3 =B )
S Q 0 —8 = e
2 « Q < | S 18
~ ~ N N . N S
— ” I“»\
o= -——------ B - L P
ox i A I ,
o o 5 o S
_| S} = B BE e
oo} = S 8 g
© Q 2 8 . 2
I K R E
_\ <
{ e ) ] 7 1
| u lnHHHHHHHM N
o o I o ° o
| S = - |8 s s
< L ! < =3 ) S ) S
o) oo 0 I 0 oo 0 oo 0 o
o o o o o o - S S o put =
N 9
e

Nucleotide Position

atypical.ps

typical.ps



n complete sequen%S? E%Hé a n bar %|3 i8\r/]erhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 6/25
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n complete sequen%S? E%ﬁ%wjéjpﬂ 10- bar %|3 I8\r/]erhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 7/25
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erhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 8/25
erhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 8/25
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complete sequenc 187 be(iarP]cl iﬂg 10—basree§’p%%rhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 12/25
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complete sequenc 187 bg(iarP]cl iﬂg 10—basree(§’pg\6%rhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 13/25
complete sequence, 7 bp including ‘Bh4EE overhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 13/25
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complete sequenc 187 bg(iarP]cl iﬂg 10—basree(§’pg\6%rhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 15/25
complete sequence, 7 bp meIu ing ‘B h4EE overhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 15/25
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complete sequenc 187 bg(iarP]cl iﬂg 10—basree(§’ ggﬁrhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 19/25
complete sequence, 7 bp eIl ing ‘B h4EE poverhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 19/25
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complete sequenc 187 be(iarP]cl iﬂg 10-base %’p%%rhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 20/25
complete sequence, 7 bp eIl ing B overhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 20/25
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rhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 21/25
rhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 21/25
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g (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 23/25
hang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 23/25
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complete sequenc 187 be(iarP]cl iﬂg 10—basree§p%%rhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 24/25
complete sequence, 7 bp eIl ing ‘Bh4EE overhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 24/25
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complete sequenc 187 bg(iarP]cl iﬂg 10—basree(§’pg\6%rhang (TCGCCGGTGA), Cluster CV, Order 4, Window 96, Step 12, 25/25
complete sequence, 7 bp including ‘Bh4EE overhang (TCGCCGGTGA), Cluster CV, Order 2, Window 96, Step 12, 25/25
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