Gene 7

| Version 2.5p (09.08.06)

Copyright 1993 - M. Borodovsky, J. Mclninch

PROGRAM INFORMATION

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

Sequence . Arthrobacter phage Riverdal e conpl ete sequence,
Anal ysis Date © 3/29/24 at 4:35:54

Pages T 22

Sequence Length : 43391 bp

GC Cont ent : 60. 99%

W ndow Length . 96 bp

W ndow St ep : 12 bp

Threshold Value : 0.500

PS- Ver si on 1.2

Li st regions and/or splice

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

43391 bp 13-base 3’

b
100 207¢

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

over hang ( GGTAA

CCGTGATA




erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 2/22
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erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 3/22
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erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 4/22
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erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 5/22
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erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 6/22

Direct Sequence
A

Complementary Sequence
N

10

0.5

0.0
1.0

0.5

0.0
1.0

0.5

. 0.0

1.0

0.5

0.0
1.0

0.5

0.0
1.0

0.5

r | L=y
| [ | L | \ [ | |/ L | L] | L
8800 9200 9600 10000 10400
I V ey el b —
| [ | | | \ [ l AV L \ L
) 8800 9200 9600
I — I = b e R B o
\ | . | | |, | \ | | | || | \ L
) 8800 9200 9600 10000 10400
{ ar ,\ — 7 [
| [ | | \ | VAl L | L [ | L
) 8800 9200 9600 10000 10400
B R o e AT [l o — = by
\ AN |, | \ | | | || | A \ |, | /\k
) 8800 9200 9600 10000 10400
L — o — - e — S | —
| [ | | \ [ | . A | L A/\ | do 4|
8800 9200 9600 10000 10400

Nucleotide Position



erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 7/22
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erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 8/22

10

0.5

0.0
1.0

0.5

Direct Sequence
A

0.0
1.0

0.5

. 0.0

1.0

0.5

0.0
1.0

0.5

0.0
1.0

Complementary Sequence
N

0.5

0.0

\ | [ | | \
12800 13200 13600

il \V\ . . . ﬂ

\ J [ | \ \ [ ' [, | [ \ \ L
12800 13200 13600 14000 14400 14800
B I 0 I [— R R . L=y by

\ l | . | | |, | \ [ | | |, | L | \ \ |
12800 13200 13600 14000 14400 14800
|  —

\ J [ | | | | [, | [ AV /\
12800 13200 13600 14000 14400 14800
Fo- — o [ [ I [ [ — I [ e I e

\ l | . | | |, | \ [ | | |, | L | \ \ |
12800 13200 13600 14000 14400 14800

— HU | | [ AT 1 [

L [ | LA \ | A | | | \ A \ \ L

12800 13200 13600 14000 14400 14800

Nucleotide Position



erdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 9/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 10/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 11/22
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rdale complete seq
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 13/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 14/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 15/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 16/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 17/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 18/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 19/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 20/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 21/22
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rdale complete sequence, 43391 bp 13-base 3’ overhang (GGTAACCGTGATA), Cluster AK, Order 4, Window 96, Step 12, 22/22
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