Gene 7

| Version 2.5p (09.08.06)

Copyright 1993 - M. Borodovsky, J. Mclninch

PROGRAM INFORMATION

Sequence . Mcrobacterium phage Teagan conpl ete sequence, 41793 bp,
Anal ysi s Date 3/ 29/ 24 at 2:30:17

Pages 21

Sequence Length 41793 bp

GC Cont ent 63. 45%

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

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

circularly permuted, Cust

el

EA1



crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 2/21
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crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 3/21
-

1.0
05h — i - —— /5 — 5 =
0.0 \ || L \ | | | \ \ L I | | \ \ [, | | \
1.0 ) 2400 2800 3200 3600 4000
CD m m
)
c
(O]
g- A
$< 051 o — ‘ ‘ v I
©
o
3
0.0 \ | | L \ | \ I | | \ \ | \
' 2400 3600 4000
1.0
05— S n— 9 —
00 \ || L[ [ \ \ \ \ I [ \ \ [ | \
> 1.0 ) 2400 2800 3200 3600 4000
05 e R L0 U oo ey /\ : — o
0.0 \ | | L \ A L] \ \ | I [l \ \ || | \
8 ' 2400 2800 320 3600 4000
c 1.07
()
>
O
)
n
>
9< 0.5 ‘ * ‘ — ‘ ‘ " ——
T
S
Q
o
% 0.0 \ || L[ [ \ \ L I [ \ \ [ | \
o .
10r 2400 2800 3200 3600 4000
05 I i o I R e i B e . TR
0.0 \ || L \ | | | \ \ L I | | \ \ [, | | \
~ 2400 2800 3200 3600 4000

Nucleotide Position



crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 4/21
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crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 5/21
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crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 6/21
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crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 7/21
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crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 8/21
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crobacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 9/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 10/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 11/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 12/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 13/21

10r

0'5 L L L L L | “\ 11 — | \‘\ P | - L L Il ‘\

0.0 23600 24000 24400 24800 25200

0.5 - T =

Direct Sequence
A

0.0

05— [ R | . ! - . R —

> 28 ) 23600 24000 24400 24800 25200

0.5 - LT ' — n ¢

0.0
101

[ | L1 \ \ [ | I . | \ \ _—
23600 24000 24400 24800 25200

0.04—

Complementary Sequence
N
o
ol
I
T

0.5 — ! I

\ \ \ || L \ \ || L1 [ \ \ L |
23600 24000 24400 24800 25200

Nucleotide Position




robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 14/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 15/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 16/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 17/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 18/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 19/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 20/21
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robacterium phage Teagan complete sequence, 41793 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 21/21
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