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37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 2/30
bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 2/30
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bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 3/30

237 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 3/30
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Gordonia phage Lennon @emg'ﬁterks ur%ncreéog;0237 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 4/30
Gordonia phage Lennon complete s‘equen%e, 5% bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 4/30
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Gordonia phage Lennon rng'ﬁterks quen reéog’ 237 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 5/30

Gordonia phage Lennon complete seque ce, % bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 5/30
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Gordonia phage Lennon @emg'ﬁteks uence 0&30237 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 6/30
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Gordonia phage Lennon com g equ'gn%ree, 5% bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 6/30
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Gordonia phage Lennon

erHB'ﬁterks %Jr%ncreéOZOZW bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 7/30
Gordonia phage Lennon complete sequence, 5% bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 7/30
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Gordonia phage Lgnngn c let uence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 11/30
Gordonia phage Lennon c%ﬁé@i@&@ﬁc@f bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 11/30
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Gordonia phage Umn C%RWar quence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 12/30
ete’ seq

Gordonia phage Cennon comp sequence, bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 12/30
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Gordonia phage Lgnngn c
Gordonia phage Lennon cg%ﬁ
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Gordonia phage Umn C%R'ﬁar quence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 15/30
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Gordonia phage

Lgnngn c let uence, 60237 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 16/30
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Gordonia phage Umn C%RWar quence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 18/30
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Gordonia phage Umn cggﬁlq%ar guence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 19/30
Gordonia phage Lennon comp% e’sequence, bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 19/30
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Gordonia phage Umn C%RWar guence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 23/30
ete’ seq

Gordonia phage Cennon comp sequence, bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 23/30
(107
05 I — — [ —
45600 46000 46400
(8]
(&)
c
(]
=
$< ! 1 b e
3]
g
=
\ \ | L \ \
45600 46000
05— — 9 b i : I —h
00 [ | | |, | L | \ \ |, L1 \ \
> 1. or 44800 45200 45600 46000
.'*. |
0.5 ‘ ‘ :I', ,'l\l I = [ ,ll Lo 1 ﬁ—‘uﬂ*
) A N U2 S W S O B A 1 A A I O R O
o 1'0 . 44800 45200 45600 46000 46400
5 | '
> i
on n
) i
0 i
P [
9< 05— — - , . R L D L ‘\Hh:ll)"l\\’_;’_m_l’_l
5 o %
£ -
IS P
o " 1
£ 0.0 [ | | |, | L [ \ | -c ] [ I R \ || L
© 1' or 44800 45200 45600 46000 46400
= , B
05" P [y L b |’ I: ‘;l ,’I', e ,'I ‘ ‘u"’,:
P 5 o Lo
. Do oy ; /\ i
0.0 [ I A | I A Lyt A L, L | L
~ 44800 45200 45600 46000 46400

typical.ps atypical.ps



Direct Sequence

N

Gordonia phage Umn cggﬁlq%ar guence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 24/30
Gordonia phage Lennon comp% e'sequen bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 24/30
(107
05 ,\_‘ . L I —| 0 L | \_‘ W1
0.0 \ oo | \ \ L I [ \ \ [ Lo | | L
1' or 46800 47200 47600 48000 48400
0.5mh Y :m'.:: lu : I‘. :

Complementary Sequence

N

typical.ps

atypical.ps

0.5 o ‘ ! : ': — b e
| A | .
0.0 | L] VAT, (S N TN B B A Ve N CA YO L
1'0 ) 46800 47200 47600 48000 48400
’ !
L
0.5 4,"—1\,_5%:;‘;4—‘4 Lo ;’\. I [ — bty ‘I" I'\
n tl I\‘ ' \\ ll\l ', ||| Iy " ‘\\ " ll Ih\‘

00 Lol \‘ Va ‘ I ‘ l/\\ "' = ‘\ L,' \\‘ ‘ L ‘ ‘ ‘ ‘\ "\ J, ‘ L ‘ ! ‘ I \l ‘\

1' or 46800 47200 47600 48000 48400

05— P M b Iy

0.0 | | | \ \ L I A \ | b | | | | | L
~ 46800 47200 47600 48000 48400



Gordonia phage Lgnngn c let
Gordonia phage Cennon c%ﬁé@ée@

~

ence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 25/30
bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 25/30

typical.ps

Nucleotide Position

atypical.ps

1.0y
0.5} — e
O 0 L ‘ L ‘
' 48800 50400
101
(O]
(&)
c
(O]
>
$< 0.5 — —
©
o
=
oob—l—al | | | Y I R
' 48800 50400
10 [ 7 4 ‘”l ~ /‘\,"\ . 1N \
! R
0.5 - :
> 0.0 48800 50400
101
0.5 " o Ly ro [ T ‘ ‘
|
) T L
0.0 —£- A O N S O ) e B
o 1'0 ) 48800 49200 49600 50000 50400
S ' |
>
O W
(] Y N
n I N
a lll 1 ‘|
8< 05p———= —h— = : - :
3 x \ N
E [ ,’ Il l’l l" \/‘\
2 : ! I 1‘\ b .l ‘l\“
2. R \ 1 \\ ! ‘\ A » :, i \\ , -
E | ooldleslia I 1 Allhd | AN e AR AN N B W
o 1' or 48800 49200 49600 50000 50400
0.5 p+t———- — AT :\“ o —
? oy
0.0 | \ a | | | NN ;/\\\\ [ L i \ | |
~ 48800 49200 49600 50000 50400



Gordonia phage Lgnngn c
Gordonia phage Lennon Cgil’gﬁ

~

1.0

I%?Far guence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 26/30
fete sequ bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 26/30

Direct Sequence
A

typical.ps

0.0
> 10 50800 51200 51600 52000 52400 52800
~ i
05—t |,"I‘ T o | o I oy “I::‘ T
P Y S 7. P Y I R I R O Y B0 L H
o 1'0 50800 51200 51600 52000 52400 52800
% ' Il’\
=] P
on P
Q ! '
n 1 I| i
> P t
c I Ll i . Y Lol
E < 05 . ’J H‘ I 'I [
() b [ i || ‘H‘
e :‘. ,'l : 1 ,‘ 1
9 ot 1 ! v
o I ‘I | lll\‘ /}\ I\\ ‘:\\ h U I| Il '\
g 00 ."‘ "/, I‘ ‘&. ‘ \‘ ‘ L ‘ L; ‘ '\*lx_l \~Jr 1‘ M\ L ‘ ‘ [ ‘ ‘ I ‘ '\‘ ' ‘ \J' l* J
o 1'0 50800 51200 51600 52000 52400 52800
05 L m [ /\ 0
|
O 0 ‘ ‘\ ‘ \‘ J. I ‘ /\l & l’ NI V‘Q A ‘ \‘ Av‘ ‘\ I ‘ I“\ JII \‘\ ‘ LA l TR ‘ \‘ ‘ L ‘ ‘ : )
- 50800 51200 51600 52000 52400 52800

Nucleotide Position

atypical.ps



Gordonia phage Umn C%R'ﬁar guence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 27/30
Gordonia phage Lennon comp% e’sequence, bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 27/30

~

1.0

Direct Sequence
A

101

05 ' al I o — b
0.0 \ | \ | | | [ \ \ | L [ \
> 1. or 53200 53600 54000 54400 54800
0.5p — —
f| l‘l II Il
ool Lo 11 bl b b b L LN IR e ]
o 10+ 53200 53600 54000 54400 54800
% .
=]
oy
)
N
> ,
9< 05 ‘\ - - ! = "hl . - - — | | — !—‘ [
@ :'.
E 1
Q '
o I/\\ , ln
g 00 ‘ ‘f"’{ ‘_ ‘/ \\‘ ‘ ! /'— ‘ ‘\ ‘ \‘ ‘ ‘ ‘ | ‘ ‘\ ‘ \‘ ‘
o 1' or 53200 53600 54000 54400 54800
) n
0.5} ‘ S — e e o e
,oon oo
Oo"\\ L, | ] | | || | AR \ \ || A > B
~ 53200 53600 54000 54400 54800

Nucleotide Position

typical.ps atypical.ps



Gordonia phage Lgnngn c let
Gordonia phage Lennon Cg%ﬁé}gar ]

~

se

guence e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 28/30
q bp, circularly permuted, Cluster DE1, Order 2, Window 96, Step 12, 28/30

1.0

0.5 E— I
L1

0.0 55600

1.01 _ 200U

Direct Sequence
A

typical.ps

0.5 |
| |

0.0

Lor 55200 55600

os5F-——— = 9

S I P Y N

> 1‘ o 55200 55600
os5F+— — | r
I Y I N N

0.0
g 55200 55600
c 1.07 . |
g ] [
O I ;II
CI.J n '[
N t N
Z\ n |:
Q< osr—~——+ — o~ P — — TR — 5T
o " D
E 1 ] :
3 ! b
o NE 1 !
= S S Y O I P I S O 00 | O I
O 1' o 55200 55600 56000 56400 56800

05 ﬂ;\ ‘H_‘ [ “‘I‘l ‘!—u F‘ L !_d I

0.0lJ1 A A R . J | ] ‘\ )

~ 55200 55600 56000 56400 56800

Nucleotide Position

atypical.ps



Gordonia phage Lgnngn c let
Gordonia phage Lennon C?ﬁﬁ@@gé

~

101
' 57200 57600
1.0p
@
(8]
c
3]
o
$< 05 ! o
o)
g
=
L | \ \
57600
| \ \
57600
05—++— — bk — — o
1 I l" ‘I ,l‘
S S S W O A
o 1'07 57200 57600 58000 58400 58800
% .
=)
o
)
n
ey H &
s< 05 — o o ! : — —
3 B
S ! [ \
9 ! ’\‘ I
o | | ™ N \
g 00—l o | [ \ I . | [ | [ S N A S A VA
O 1' or 57200 57600 58000 58400 58800
0.57 ' - ; ; ' [l H‘ b . ; - ' | H_‘
I}
0.0 \ [ Y B I I SR DT T | I A N G B | \
- 57200 57600 58000 58400 58800

Nucleotide Position

typical.ps atypical.ps



Gordonia phage Lgnngn c%ﬁéiage%%%ce e%g 37 bp, circularly permuted, Cluster DE1, Order 4, Window 96, Step 12, 30/30
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