exonuclease VIII replication initiation protein (CDS_0046) transposase (CDS_0053) transcriptional regulator (CDS_0057)

\40 41 43 44 45 47 48 49 50 51 52 54 55 56 58 59

N
N

\MGVR UViG_2888697747. OOOOO4|2888697747\2888697747|1378588 1422438:34,192-43,849 (+)
39 41 43 44 45 46

- S . S e B S S R
IMGVR_UViG_2660238249_000007|2660238249|2660285496|86056-123951:30,993-37,894 (+)

HNH endonuclease (CDS_0047) UmuD-like protein (CDS_0053)
42 43 4445 46 48 49 50 Reverse transcriptase (CDS_0053)

I I e
IMGVR_UViG_2718218259 _000003|2718218259|2718228900|1388401-1428505: 29,725-40,103 (+)
replication initiation protein (CDS_0041) head-tail adaptvfr (CDS_0005)

40 42 44 45 46 47 48 49 50 51 1 2 3 4
. . P /8 __§ & | ;3] - |
TemPhD_cluster_42407:31,714-39,983 (+); 1-4,814 (+)
Ninl-like serine-threonine phosphatase (CDS_0040)
queuine tRNA-ribosyltransferase (CDS_0045)
43 44 46 47 48 49 2 3

. ___ £ ' ____ ____§ & ] B g N

TemPhD_cluster_42630:31,347-39,413 (+); 1-4,906 (+)
HNH endonuclease (CDS_0047)
43 44 45 46 48 49 anti-CRISPR-Cas (AcrllA7) (CDS_0002)

;

. — s S B B E——— I W T —
TemPhD_cluster_61404:30,801-38,723 (+); 1-4,682 (+)

HNH endonuclease (CDS_0045)
42 43 44 46 47

i

I —— e T I ——— R I ——
TemPhD_cluster_37105_:30,437-38,289 (+); 1-4,682 (+)

41 42 43 44 45

-
)

3

o
=
O
o
C

@

a
o

@

%
o
=
N}
o
w
N}
-
)
N
w
0
©
i
©

E

(+); 1-4.665 (+)

42 43 4445 46 47 48 49 50

i

IMGVR UVIG_. 2639762837 OOOOOS|2639762837\2639800321|88907 127011:29,869-38,103 (+)
UmuD-like protein (CDS_0045)
Reverse transcriptase (CDS_0044)

i

IMGVR_UViG_2579778570_000001|2579778570|2579786170|92475-129385: 30,066-36,909 (+)
44 replication initiation protein (CDS_0046) 49 50 51 52 53 54 55

uvig 466473:35592-43,953 (+)

N
v

46 47 4849 50 51 52 53

IMGVR_UViG_2740892106_000010|2740892106|2740910309|30856-71212: 32,517-40,355 (+)
43 44 45 46 47 48

IN
©

I I
MGV GENOME- 0273174 32,966-40,889 (+)
replication initiation protein (CDS_0042)

IS
o
N
o
N
N
N
©
N
©
o
o
w

TemPhD_cluster_27756:31,669-40,092 (+); 1-4,545 (+)
42 43 44 45 46 3
I | I N S B E—— N
TemPhD.cluster50949: 29,494-36,979 (+): 14575 (+)
47 48 49 50 5152 53 54 56

—
o)

3

=
=
O
o
c

%)

(7L
]

=

~
hin
o~
N
[N
w
==
o
=
@
IS
N
o
X
~

| (+); 1-2,847 (+)

w
o
N
o
N
sy
IS
N

43 a4

(+);1-2,848 (+)

—
)

3

i)
=
O
[aX
c

@

2
@

2

[oN
S}
0
N
[
N
o
il
=
o
)
S}
®
b
o

TemPhD_cluster_51984:26,409-32,401 (+); 1-2,818 (+)
37 38

w
el
iy
o

TemPthcIusterﬁSl‘)SO‘ 24,738-32,520( ); 1-2,847 (+)

N
w
IS
EN
S
o

46 47 48

N

—
TemPhD_cluster_61159:32,513-39,971 (+); 1-4,949 (+)

w

46 47

TemPhD_cluster_61455:33,366-38,559 (+); 1-5,211 (+)
Mom-like DNA modification protein (CDS_0046)
43 44 45 47

N

TemPhD_cluster_19861:31,976-39,660 (+); 1-5,037 (+)
37 38 39404142 43 44

TemPhD_cluster_62996_:25,064-32,388 (+); 1-2,503 (+)
36 37 383940 41 42

I ———
TemPhD_cluster_52031:24,942-32,211 (+); 1-2,503 (+)

39

IN
o

41

EN
N
IN
@

terminase small subunit (CDS_0046)

TemPhD_cluster_62825_:25,741-33,294 (+); 1-4,550 (+)

N
o
IN
o
N
~
N
©
N
©

TemPhD_cluster_36973_:31,767-38,934 (+); 1-4,546 (+)

N
EN
N
a
I
o

TemPhD_cluster_49981:33,583-40,276 (+); 1-4,546 (+)

N
w
IS
EN
N
[
IS
o
N

TemPhD_cluster_32822:32,719-40,075 (+); 1-4,545 (+)

42 43 44 45
- e - T —— I E— . I —— W S ——
TemPhD_cluster_33012:31,896-39,372 (+); 1-4,940 (+)
37 38 39 40 41 42 2 3
— " —§ —— ———}§¢ ¢ ] T ———
TemPhD_cluster_24967:25,440-33,214 (+); 1-4,608 (+)
36 37 38 39 2

-
)

3

o
=
O
@,
C

@

a
©

o

[oN
@
N}
~
~
N}
i
o
©
5
(&)
=
%
o
©

_ _ _ (+); 1-2,662 (+)

queuine tRNA-ribosyltransferase (CDS_0049)
46 47 48 50 51 52

IMGVR_UVIG_2574179839_000009|2574179839|2574190701|2757185-2798081: 32,465-40,895 (+)

queuine tRNA-ribosyltransferase (CDS_0047)
44 45 46 [ 48 49 50

— I — —
TemPhD _cluster_ 30030 31,495-39,927 (+); 1-4,526 (+)

queuine tRNA-ribosyltransferase (CDS_0049)
46 47 48 | 50 51 52

—
@
3
T
=
O
o
c
@
8
@
=
2l
0
[eN
N
~
wW
©w
o
el
Y
A
=
o
o
w

1603 (+); 1-4,526 (+)

38 39 40 41

N
N

—
)

3

i)
=
O
Q]
j=d

@

a
@

=

foN
N
0
o
[=N
N
@
[oN
)
o
[}
N

o
W
N

(+);1-2,898 (+)

<
2
<

(@)
m
z
o
<
m

o
N
N
N
®
~
o
N
EN
o
s
o
w
e

o~
N
w
T

)

35 36 37 38 39 40 41 42

TemPhD_cluster_37857:24,714-33,408 (+); 1-2,895 (+)

queuine tRNA-ribosyltransferase (CDS_0048)
46 47 49

i
\
|

—— L o ——
IMGVR_UVIG_2651869755_000015|2651869755]2651900287|71130-113421: 34,461-42,290 (+)

47 48 49

I A S
IMGVR UVIG_! 2541047735 _000003|2541047735]|2541170097|210087-251051: 34,843-40,963 (+)
50 51

N
©
N
o

I (I S
IMGVR_UVIG. 2713896903.000005|27 13896903/27 13926921/ 1 14193 154468: 32,687-40,274 (1)
41 42 43 44 45 46

| B __B_ |
uvig_117095:28,293-36,083 (+)

48 49 50 51 52 53

— I e —
IMGVR UVIG_! 2541047787 000006|2541047787\2541172463|299814 340691:33,486-40,876 (+)
47 48 49 50 51

N [ S I
IMGVR UVIG_! 2897346870 . 000001|2897346870|2897346870[1495261-1536557:34,087-41,295 (+)
46 47 48 49 50 51

— T S E—
IMGVR UVIiG_! 2721755647 000003|2721755647|2721801185[1448310-1489729: 33,960-41,418 (+)
46 47 48 49 50 51 52

uvig 175325:33,619-41,243 (+)
45 46 47 48 49 50 51

N [ S I
IMGVR UVIG_! 2565956726 000012|2565956726\2565986753|100437 141160:32,229-40,722 (+)
47 48 49 50 51 52

IMGVR_UViG_2897369580_000002|2897369580/2897369580|779576-819685: 32,843-40,108 (+)
45 46 47 48 49 50

I N I —
TemPhD cluster_ 36902 31,872-39,187 (+); 1-4,541 (+)
5000 nt i
DNA, RNA and nucleotide metabolism connector head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation
I |

unknown function anti-defence (dbAPIS) tRNA pseudogene
I I




