transglycosylase (CDS_0021) DNA methyltransferase (CDS_0035)
endolysin (CDS_0020) 22 23 24 25 26 27 28 29 30 3132 33 34 36 single strand DNA binding protein (CDS_0037)

EE— E— —— ———— .,y ;] —
MGV-GENOME-0220357: 16,311-23,338 (+)
28 29 MTase_lI_00075 Type (CDS_0034)

uvig 421016:16,311-23,338 (+)
27 28 DNA methyltransferase (CDS_0031) 34

S N S S S S — —
MGV-GENOME-0201681:16,568-23,282 (+)

transglycosylase (CDS_0020) 26 27 33 34

—
MGV-GENOME-0205476:14,754-21,349 (+)
19 26 34

IEEE——  —
NC_049474.1:16,393-22,474 (+)

— N S N S R E— T E—
NC_049370.1:15,773-22,288 (+)

HEase_00001 homing (CDS_0021)
transglycosylase (CDS_0022) 27 28 29 ReclJ-like ssDNA exonuclease (CDS_0030)

i
I
|

L "B — I e, ———— ]
MGV-GENOME-0180017: 16,056-22,125 (+)

27 28 29 ReclJ-like ssDNA exonuclease (CDS_0030) 34
S, Oy GO G o S0 S SO T Ty Gy 5 S VO 3 O G G G2 . T S
uvig 24621:15,808-24,152 (+)
HEase_00016 homing (CDS_0023) 28 HNH endonuclease (CDS_0029) 36
I — e ——— I I B B S B B N S——
NC_049484.1: 14,647-20,574 (+)
transglycosylase (CDS_0021) 25 27 28 29 35

- . S S S S S W S | —
NC_049381.1:14,078-20,140 (+)

26 27 28
L —c —C K oaere eI — e 10

SAMNO05827090_a1_ct24817_vs1:15,329-21,160 (+)

28 29

NC_049363.1:16,537-23,997 (+)

28 29 DNA methyltransferase (CDS_0033)

f

MGV-GENOME-0200303: 16,990-23,279 (+)
HNH endonuclease (CDS_0029)

NC_049362.1:16,055-22,452 (+)

NC_049375.1:15,893-21,322 (+)

N
o
w
E

S N R—
OTU_4313:16,910-22,370 (+)

N
Ins=
N
e

uvig 118271:16,920-22,379 (+)
28 29

EE—— _ —
NC_049355.1:16,127-22,057 (+)

NC_049403.1:17,371-24,436 (+)

23 29 30
I G O Sy S S S S S S G p §) S S
KC182552.1:16,635-23,182 (+)
29 30 36

— — " N &
NC_021855.1:16,635-23,557 (+)

RecJ-like ssDNA exonuclease (CDS_0028)  HNH endonuclease (CDS_0029)

w
w

NC_013155.1: 16,611-25,097 (+)
RecJ-like ssDNA exonuclease (CDS_0028) 34
S gy G o VO S S5 O 0 S S o 5 G GO S0 O, S 55

<
Q
<

()
m
z
o
<
m
o
=
0
[&N)
[
=
[
=
a
[oN
(&)
i
N
w
o
[
N
=

)
25 RecJ-like ssDNA exonuclease (CDS_0026)

w
N

E

MGV-GENOME-0223419: 16,851-25,638 (+)
RecJ-like ssDNA exonuclease (CDS_0027)

—
- - -22,781(+)

<
#)
<
©
m
z
O
<
m
(@}
[N}
(@}
@
X
[N
)
s
~
w
INe}
o
N
N
~
®
e

RecJ-like ssDNA exonuclease (CDS_0028)

<
[5)
s
©
o
pd
o
<
m
o
=
o
[
s
o
o
s
x
[oN
@
b
N
=
o
v
&)

(+)
HNH endonuclease (CDS_0027)

EE— —
)

c
<

Ga
w
o
~N
=
o
o
—
o
i
o
b
—
o
©
N}
o

27 HNH endonuclease

=z
(@}
o
X
0
[
N
~
N
N
o

o
®
~

N
=
N
(e
N

! 1262 (+)

RecJ-like ssDNA exonuclease (CDS_0025)

=z
(@]
(e}
X
)
w
%}
h
[N
N
%)
N
(X}
N
)
&}
i
o
o)

E

(+)

JQ740787.1:16,634-23,826 (+)

27 28
g GO g 5 S 5 O G0 Qi 1 S, Oy G gy € @l S
JQ740811.1: 16,408-23,165 (+)

27 28 35
S g O . S S 5 O 3 0 . T SOy G Gy O S GO gy S
JQ740802.1: 16,645-24,326 (+)

transglycosylase (CDS_0021) 27 28

I —— I N DN BN N N I N R I
JQ740793.1: 16,339-24,020 (+)

27 28
g O VO S 58 O 0 0 . 53 GO, G , G o ¥ O, S
JQ740799.1: 16,303-23,059 (+)

27 28 Sak-like ssDNA annealing protein (CDS_0036)
Sy O G . G 5 O S0 0 T S G GO G py SIS gy S S
NC_049357.1: 14,874-22,381 (+)
23 28 29 30

MGV-GENOME-0182966: 16,329-20,783 (+)

— —
OTU_3727:16,351-24,074 (+)
32

NC_049434.1:18,989-24,210 (+)
29

NC_049359.1:16,978-22,119 (+)
30

KM091444.1:17,450-22,740 (+)

—— — _— —
NC_049376.1:16,237-22,372 (+)

NC_049374.1:17,907-24,531 (+)
20 27

NC_049447.1:14,827-21,582 (+)
28

NC_049366.1:16,850-23,446 (+)

OTU_4194:14,804-20,647 (+)
28

NC_049368.1:15,436-22,990 (+)
28

NC_049361.1:15,372-22,540 (+)

28 29

E

NC_049373.1:15,450-22,915 (+)

MGV-GENOME-0202847:7,670-14,332 (-)

27 28
— [ —— 1 e — W —— | —— —
SRS143181 al ct13725_vs1:16,057-21,865 (+)

27 28

MGV-GENOME-0149484:14,813-18,839 (+)

28 29 31 PD-Lambda-5_B_WP_192916452.1 (CDS_0033)
I g G, S5 G S S g G S S ) S S G G S, S
OTU_4185:14,558-20,419 (+)
27 28 29

NC_008363.1:14,507-20,991 (+)

receptor binding tail protein (CDS_0018)

17 19 23 25 26
[ B - S— G S G S S S S S S G S G S

MGV-GENOME-4397886: 14,635-21,561 (+)

25 26 30
N R — I [ ;a8 "} | N N
NC_021854.1: 13,071-20,165 (+)
22
oLt o O— &K Ak _—JCr ]
KF676640.1:12,807-19,128 (+)
22
1 I I L& |
NC_042024.1: 12,807-18,967 (+)
23 24 25

N S SE—
IMGVR_UViG_3300026735_000004|3300026735|Ga0208186_100015:14,561-21,552 (+)
24 25 26
1 I I S I I
NC_049415.1:16,051-22,079 (+)
receptor binding tail protein (CDS_0018) 23 24 25 29 31

NC_049483.1:13,977-20,311 (+)

— e R S — E—
NC_049402.1:15,870-20,922 (+)

I ——
NC_049401.1:13,674-19,896 (+)

25 28 33
| I N L | ;8 ;e & | I
NC_049476.1:16,179-23,534 (+)

21 22 28 32 33 34
=K _O—C 0O CICa . — 08
JQ740805.1:17,147-22,864 (+)

28
I I N R I £ & | ] I BN D
JQ740808.1:17,146-23,457 (+)
22 28
O - 0
JQ740807.1:17,146-22,709 (+)
29
S O S, 5 G 0 GO SO O Oy O € 50y S
NC_017702.1:18,579-23,245 (+)
28 29 DNA methyltransferase (CDS_0034)

28 29
I G S G SES S ST Sy S S S O G Gy GR p G S

NC_049397.1:16,864-22,809 (+)
21 26 27

o  — ———— — — —— & ———— ]
MGV-GENOME-0197684:14,924-19,776 (+)

26 27

uvig_568810:15,274-19,778 (+)

terminase small subunit (CDS_0033)
DNA methyltransferase (CDS_0031) 32 34

uvig_545520: 16,490-20,174 (+)
HEase_00001 homing (CDS_0031)
29 30 32 terminase small subunit (CDS_0033)

— s 1 1 ]
uvig_156420:18,965-22,921 (+)
30 31 32

W W |
NC_001909.1:18,489-22,702 (+)

25 26

I L u & | N | I DN
uvig 173317:14,963-20,196 (+)
single strand DNA binding protein (CDS_0037)
DNA methyltransferase (CDS_0032)
28 29 33 34 35 36 terminase small subunit (CDS_0038)

I

I
u
%

uvig 159408:17,959-22,528 (+)
23 29 30

OTU_4636:15,931-20,293 (+)

I E— — —
KC182549.1:17,091-21,949 (+)

w
o
w
-

I
KC182550.1:17,091-22,386 (+)

31 32 33
S NS T S S O S S —
MGV-GENOME-0218710: 19,081-23,970 (+)

HNH endonuclease (CDS_0031)
30 34

_—— — — —
NC_049404.1:17,689-22,394 (+)
31

w
w
w
N

S S — —
MGV-GENOME-0226925:17,613-22,595 (+)

28 29 35

E

—
MGV-GENOME-0186614: 16,343-20,497 (+)

31 32
P S —— — I . EEE——
NC_049425.1:17,683-22,835 (+)
29 30

— —— — S N EE—
NC_049426.1:17,206-21,907 (+)

25 26 27 31 32
———— o N ] I — S S E—
EU221285.1:17,206-22,134 (+)
31 32
S —— — I . EE——

—— e ___ 8 _
NC_011046.1:17,206-22,134 (+)

w
%.
w
-

— —
MGV-GENOME-0174914:17,214-20,081 (+)

DNA methyltransferase (CDS_0029)

I I
NC_049407.1:17,392-22,415 (+)
DNA methyltransferase (CDS_0029)

30 31
S O G GO O S O O GO S S SO o Gy S GO . S
NC_049480.1:16,469-22,642 (+)
28 29 30 31 32 35
= KK KK
I N | — L & ;& & | ] N S ———
NC_049485.1: 15,888-23,633 (+)
HEase_00001 homing (CDS_0035)
DNA methyltransferase (CDS_0032) 33 34 36 37 38 single strand DNA binding protein (CDS_0039)
[ I L [

1 2 _ & | 1

MGV-GENOME-0167981:16,972-22,911 (+)
DNA methyltransferase (CDS_0029)

28 3031 35

S ———
MGV-GENOME-0194895: 16,948-22,754 (+)
31 32 39

é

NC_049399.1:16,286-21,540 (+)
transglycosylase (CDS_0022) 27 28

29 30 RecJ-like ssDNA exonuclease (CDS_0031)

I
MGV-GENOME-0181528:17,277-22,500 (+)
27 28 29 30 RecJ-like ssDNA exonuclease (CDS_0031)

I W W . I S S —
uvig_118115:16,927-24,068 (+)

25 26 27 RecJ-like ssDNA exonuclease (CDS_0028)

[ — W " N ] [
IMGVR_UViG_3300045988_006218|3300045988|Ga0495776_033259:15,669-24,571 (+)

26 28 29 30

—— . ¢ |
MGV-GENOME-0216492:15,771-21,973 (+)

N
o
N
o<
N
el

30

SAMNO5827172_al_ct18649_vs1:15,771-21,973 (+)

N
| (=<}
N
o
W
o

N
MGV-GENOME-4383606:15,771-19,376 (+)
RM_Type_ll_Type_ll_MTases_FAM_4 (CDS_0033)
terminase small subunit (CDS_0034)

S .
MGV-GENOME-0163083: 18,480-22,227 (+)

DNA methyltransferase (CDS_0031) 32 terminase small subunit (CDS_0033)

S 0 G O S GO, S, SO Sy W)
uvig 493212:18,643-23,048 (+)

31 32 HEase_00016 homing (CDS_0033)
S K TC— @D
uvig 426459:18,273-21,631 (+)

30 33 terminase small subunit (CDS_0034)
S O 0 G O O S Sy W
SAMNO5826795_al ct26265 vs1:18,199-21,929 (+)
terminase small subunit (CDS_0035) oMTase_00015 orphan (CDS_0037)
31 32 33 34 MTase_[1_00037 Type (CDS_0036)

MGV-GENOME-0172398:17,355-23,524 (+)
terminase small subunit (CDS_0033) oMTase_00015 orphan (CDS_0035)
31 32 MTase_Il_00037 Type (CDS_0034)

<
Q
x
(9]
m
z
o
<
m
o
=
o~
=N
N
o
N
o
~
0
~O
a
N
(A
~0
~
o
~

)

N
o
w
o

<
Q
<
9]
m
z
o
<
m
o
=
~
~
o~
N
N
N
~

S
~
o
N

o
®
@
N

()
3000 nt {
DNA, RNA and nucleotide metabolism head and packaging lysis other tail unknown function defence (DefenseFinder) defence (PADLOC)
LI I




