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phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 2/31
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phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 3/31
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phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 4/31
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phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 5/31
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phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 6/31
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phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 7/31
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phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 8/31

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

0.0

r My — b = - —

\ | | | | | || \ [ | | || | | \ \ |
12800 13200 13600 14000 14400 14800
B = = 9

\ | | | | | || \ \ |
12800 13200 14800
ﬂ \H\ [ u L Ll o

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

— — . L1 W Liy, b l Ll

\ | | | | | || \ A | | || | | \ \ |

12800 13200 13600 14000 14400 14800
b

\ l | . | | |, | \ [ | | |, | L | \ \ |
12800 13200 13600 14000 14400 14800
B o — o I T I I o I ———r

\ | | | | | || \ [ | | || | | \ \ |
12800 13200 13600 14000 14400 14800

Nucleotide Position



phage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 9/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 10/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 11/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 12/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 13/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 14/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 15/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 16/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 17/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 18/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 19/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 20/31

Complementary Sequence
N

Direct Sequence
A

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

[ [T . [ [ T Ly e
\ \ \ L | [ \ \ [ | [ | | \ \
) 38400 38800 39200 39600 40000
h—ttt 5 = b I 1 — —L— o b 4 —
\ \ \ L | | \ \ [ J [ | | \ \
) 38400 38800 39200 39600 40000
AN [ !
\ \ \ | /\ [ \ \ || | | . | | |, | \ \
) 38400 38800 39200 39600 40000
— N — o il ~ o
\ \ \ L | \ | \ \
) 38400 40000
\ \ \ LI | [ \ \ || l | . | | |, | \ \
38400 38800 39200 39600 40000
Y R — —
\ \ L | [ \ \ [ | [ | | \ \
38400 38800 39200 39600 40000

Nucleotide Position



bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 21/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 22/31

10

0.5

0.0
1.0

0.5

Direct Sequence
A

0.0
1.0

0.5

. 0.0

1.0

0.5

Complementary Sequence
N

0.5

0.0

L L 1 H\\HM‘\_‘H\

101

42400 42800 43200 43600 44000 44400
B 0 I — —h ! ke R L h
\ [ \ \ L | [ \ \ [ J [ | . [, \
42400 42800 43200 43600 44000 44400
= 4 S 1 I
\ | ] \ j\ I | | \ \ || l | | |, | |
42400 42800 43200 43600 44000 44400
: o o
[ \ \ [ J [ | . [, \
43200 43600 44000 44400
1 — v — r
| | \ \ || l | | |, | |
42400 42800 43200 43600 44000 44400
| — — o — ™~ — L
\ [ \ \ L I [ \ \ [ | [ | . [, \
42400 42800 43200 43600 44000 44400

Nucleotide Position



bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 23/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 24/31
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bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 25/31

Direct Sequence
A

Complementary Sequence
N

10

0.5

0.0
1.0

0.5

0.0
1.0

. 0.0
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0.0
1.0

0.5

0.0
1.0
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\ | l |, L [ \ | L [ \ \
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I I T L L
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L I R
\ | l |, L [ | L [ \ \
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B [ I b A o
\ A | | |, | | \ \ \
48800 49200 49600
. L ! R
\ | | |, L [ \ \
48800 49200 49600

Nucleotide Position




bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 26/31

Direct Sequence

N

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

0.0

| TR AT, o Do L A S . L L
\ L[ [ \ \ L LA \ \ [ | [ N
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b — S e
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B I I e —
\ L | ] \ \ || l | . |
50800 51200 51600 52000 52400 52800
= \/
\ b [ ] [ \ \ L | [ \ \ \ | [ | .
50800 51200 51600 52000 52400 52800

Nucleotide Position



bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 27/31
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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
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Complementary Sequence
N

0.51

I ) ! L !
| \ [ | [, | L A \ | L |
) 53200 53600 54000 54400 54800
l by I it
| J/\ \ [ | [, | [ \ | L |
) 53200 53600 54000 54400 54800
B I M ! |
|, \ | T I L | \ |, | L
) 53200 53600 54000 54400 54800
4 = P I I —
| \ | C [, [ \ | L |
) 53200 53600 54000 54400 54800
I y—‘ i ’_u_,
|, \ | | |, | L | \ |, L
53200 53600 54000 54400 54800
|
[
T | [, | 1] \ | L |
53600 54000 54400 54800

Nucleotide Position



bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 28/31

10

0.5

0.0
1.0

0.5

Direct Sequence
A

0.0
1.0

. 0.0

1.0

0.5

0.0
1.0

0.5

0.0
1.0

Complementary Sequence
N

0.5
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H— [ I — — ' h bl S — I
|| L1 | | \ \ L | R \ \ [, | | \
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L = 1 = h i T e T e H— [
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I I 1 — 5, Pl —h —
|| L /\L | | ] \ \ I | | \ | AN l \

) 55200 55600 56000 56400 56800

' [ — T e I e S ‘ /\l

H i — [
|/l L1 | ] \ \ I | | \ \ \ \ l \
) 55200 55600 56000 56400 56800
L - L [ Y \/ V b -
'L L[ o \ L A1 \ \ [ | \
55200 55600 56000 56400 56800

Nucleotide Position



bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 29/31

10r

05 — e e i : S = ‘ =0

107

|

0oU | J | | \/\N i | | || A \ \ \‘j\t \‘j\\

101

Direct Sequence
A

os5p+—— ! 1 e o5 : - o : : : n =t S

I S S S S U N S S SN N N SO N B

> 28 57200 57600 58000 58400 58800

AN -
|

0.0
101

0o4 [ | [ \ \ \ [ | Ll [ \ \ L |
1'0 ) 58000 58400 58800

Complementary Sequence
N
o
ol
L

051 1

\ | . | L, \ i | | || (AN \ \ || |
57200 57600 58000 58400 58800

Nucleotide Position

0.0



bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 30/31

Direct Sequence
A

Complementary Sequence
N

10

L

0.5

0,
1%9200

0.5

O%9200

1.0

61200

0.5

: 1= I ' ! ! = H ! — 0

0.5} : |

929200
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0.5 - f

0ol \ \
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i T

60000 60400

Nucleotide Position



bhage Tandem complete sequence, 63128 bp including 3285 bp terminal repeat, Cluster ED, Order 4, Window 96, Step 12, 31/31

Direct Sequence
A

Complementary Sequence
N

10

0.5

0.0
1.0

0.5

0.0
1.0

0.5

0.0
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0.5

0.0
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B [ — I [ ot
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61600 62000 62400 62800 63200

Nucleotide Position



