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Retron_VI_HTH (CDS_0007)
RNA polymerase sigma factor (CDS_0003) CDS_0009
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IMGVR_UViG_3300029343_000055|3300029343|Ga0243725_1002683 1:8406(+)
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Tyrosine phosphatase (VF0852) (CDS_0005) 6 7 8 9

O Db DB
IMGVR_UViG_3300029745_000351|3300029745|Ga0245251_100661|34500-50573 1:10646(+)
CDS_0010

MGV-GENOME-0109738 2032:11116(+)

Purine synthesis (VF0811) (CDS_0008)
clamp loader of DNA polymerase (CDS_0005) 6 7 9
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uvig_69383 1:13913(+)
CDS_0002

A
IMGVR_UViG_3300029340_000045|3300029340|Ga0243727_1001981 1:6231(+)

RpoS (VF0166) (CDS_0008)
5 6 7 DNA primase (CDS_0009)
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uvig_181198 1:13360(+)

Streptococcal lipoprotein rotamase A (VF1047) (CDS_0005)
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CDS.0005 | CDS_0007 DNA methyltransferase (CDS_0008)
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CDS_0005 DNA methyltransferase (CDS_0006)

[ O opEEOE——C (P
IMGVR_UViG_3300007641_000150|3300007641|Ga0105527_100123|39474-55060 1:10158(+)
CDS_0006

CDs_ioooiﬁ CDS_0007 DNA methyltransferase (CDS_0008)
— P b/ 1 odm—C ( HPOr o
IMGVR_UViG_7000000246_000145|7000000246|SRS078176_LANL scaffold_139 1:11809(+)

5 6 7 8 DNA methyltransferase (CDS_0009)
P P& 1o@Em—C PO O
IMGVR_UViG_3300029878_000289|3300029878|Ga0245327_100011|343000-360304 1:11877(+)

CDS_0005 Retron_VI__HTH (CDS_0010)

~CDS_0006 CDS_0007 DNA methyltransferase (CDS_0008) |
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transcriptional repressor (CDS_0009)
DNA methyltransferase (CDS_0007)
CDS_0005 CDS_0006 CDS_0010

<
Q
<
~
C
<
(9)
wW
W
o
o
o
g
[
0
@
[es)
=
wW
%]
wW
=
o
wW
W
o
(o]
o
K
[
O
@
@
(9]
)

o
£
o
8
~
~
o
=
N
=
=
oo
—
=
=
=
o
IN)
\

|
,, E#

(+)

CDS_0005 Retron_VI_HTH (CDS_0007)
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26 5 6 7 8 9 RegX3 (VF0858) (CDS_0010)
I I ——
uvig 440050 18942:13841(+)
clamp loader of DNA polymerase (CDS_0005) 6 7 8 9 10 11

uvig 30249 1:16264(+)

transcriptional repressor (CDS_0006)
CDsS_0007 CDS_0013 CDS_0014

|
IR

uvig 266010 1:9456(+)

transcriptional repressor (CDS_0006)
CDS_0007

|
10

uvig 15070 1:9269(+)

transcriptional regulator (CDS_0005)
CDS_0006

!%

uvig 46262 1:7697(+)

transcriptional regulator (CDS_0006)
CDS_0007 CDS_0012

|
I

uvig 446514 1:9891(+)

Retron_VI__HTH (CDS_0007)
CDS_0006]

uvig_505381 1:9450(+)

transcriptional repressor (CDS_0006)
Retron_VI_HTH (CDS_0007) head maturation protease (CDS_0014)

i%

IMGVR_UViG_3300029716_000222|3300029716\Ga0245260_1%2521 1:10009(+)

transcriptional repressor (CDS_0006)
CDS_0007
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uvig_520062 1:9661(+)

Streptococcal lipoprotein rotamase A (VF1047) (CDS_0005) transcriptional repressor (CDS_0010)
nudix hydrolase (CDS_0007)
RegX3 (VF0858) (CDS_0008)
6 | 9 1
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uvig_550420 1:11972(+)

DNA invertase (CDS_0005)
CDS_0006 RM_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0007)
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CDS_0006
tail fiber protein (CDS_0005) CDS_0007
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Retron_VI_HTH (CDS_0007)
CDS_0006 ]

uvig_105072 1:9527(+)

transcriptional repressor (CDS_0006)
Retron_VI_HTH (CDS_0007)

|
{

uvig_18861 1:9342(+)

Retron_VI__HTH (CDS_0007)
CDS_0006

i%

Rampelli_Norman_15_NODE_821 length_13694 cov_6.953736 1: 10-029(+)

Retron_VI_HTH (CDS_0007)
CDS_0006

-
IMGVR_UViG_3300029852_000057|3300029852|Ga0245291_102381 1:10066(+)

transcriptional repressor (CDS_0005)
Retron_VI_HTH (CDS_0006) portal protein (CDS_0012)

———
uvig 45875_ 1:10664(+)

CDS_0006 transcriptional repressor (CDS_0009)
CDS_0005 T CDS_0007 Retron_VI_HTH (CDS_0010)
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MGV-GENOME-0097234 1:9999(+)

Retron_VI_HTH (CDS_0007)
CDS_0005CDS_0006 |

IMGVR_UViG_3300029032_000093|3300029032] 63016975371%706 1:9567(+)

Retron_VI__HTH (CDS_0007)
CDS_0006
CDS_0005 | |  Retron_VI_HTH (CDS_0008)

uvig 42204 12109:8773(+)

Retron_VI_HTH (CDS_0007)
CDS_0005
CDS_0006  Retron_VI_HTH (CDS_0008)

S -
IMGVR_UViG_3300030029_000326|3300030029|Ga0245284_1001166[1-12773 1:9108(+)

Retron_VI_HTH (CDS_0006)
CDS_0005 Retron_VI_HTH (CDS_0007)

uvig 412925 1:9471(+)

terminase small subunit (CDS_0019)
CDS_0020 CDS_0006
“|cps_0021 CDS 0005 |  Retron VI_HTH (CDS_0007)

F
|

uvig_534375 11270:8839(+)

Retron_VI_HTH (CDS_0006)
CDS_0005

IMGVR_UViG_3300007111_000063|33000071 1-1\(330 102634_101735 11601:8174(+)

transcriptional repressor (CDS_0005)
CDS_0006

24

IMGVR_UViG_3300008 100_000063|33m08 100|Ga0114174_101280 1:8281(+)

Retron_VI_HTH (CDS_0009)
CDS_0008
DNA methyltransferase (CDS_0005) CDS_0007 T \ Retron_VI_HTH (CDS_0010)

uvig_185537 1:13980(+)

transcriptional regulator (CDS_0006)
CDS_0005 CDS_0007 CDS_0012

uvig 161067 1:8416(+)

CDS_0006
CDS_0005 | CDS_0007 CDS_0009
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MazF-like growth inhibitor (CDS_0009)
4 5 6 7 8

[
o

uvig_448583 1:11679(+)
CDS_0001 CDS_0002

-
IMGVR_UViG_3300023491_000029|3300023491|Ga0257045_101592 1:5852(+)
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