RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0051)
DS-4__DS-4A (CDS_0047)
DNA helicase (CDS_0041) 48
37 38 39 40 42 43 4445 46 T4950 525354 55 56 thioredoxin domain (CDS_0057)

i+
:
.

TemPhD_cluster_28809: 36,154-47,900 (+)
DS-4__DS-4A (CDS_0047)

43 4445 46 48 52
ag—Hc I Jatb— a4 a&__ 0D
IMGVR_UViG_3300022579_000047|3300022579|Ga0248023_1020: 37,188-48,196 (+)
DS-4_DS-4A (CDS_0046)
42 43 44 45 47 48 51
LB ] & «+§4 | § ;B ]

%)
el
1
el
o
=
0
N
=
»
=
[a]
a
N
o
o
a
@
w
o
o~
D )
@
N
)
[N
~
N

(+)
DS-4__DS-4A (CDS_0045)
44 [ 48 49

N
@

SRS076926_a1_ct11153_vs1:38,165-48,977 (+

DS-4__DS-4A (CDS_0045)
44 474849 53

IS
@

SRS148205 al ct221346:36,949-47,839 (+)
DS-4__DS-4A (CDS_0049)
444546 47 48 50 55 56
g/ Er3—(@@macc__aETmh
. —— N — N S ——— S EE——
SR3142664 al ct17031:37,651-48,542 (+)
444546 47 DS-4_DS-4A (CDS_0048)

it

%
>
<
m
>
N
~
wW
~
0
@
-
o
ey
Q
o
@w
w
o
~
N
@
A
W
N
~O
iy

,291 (+)

4344 DS-4_DS-4A (CDS_0045) 46  DNA methyltransferase (CDS_0048)

I —
SRSO77312 ai ct6012:36,650-47,375 (+)
DS-4__DS-4A (CDS_0048)

4445 46 47 5051 53
g e 06— & C D

MGV-GENOME-0324476:36,564-47,219 (+)
DS-4__DS-4A (CDS_0047)

dCTP deaminase (CDS_0037) 41 42 4445 46 48 52 53
a—<aa——b< L Co—¢ & (D

MGV-GENOME-0325099: 35,547-47,679 (+)
43 4445 46 DS-4_DS-4A (CDS_0047)

<
Q
=
(%)
o
z
o
<
m
(o}
@
N
~
©
O
N
w
o
™
)
2
N
~

2

w1
o
Q
T

)

46 47 thymidylate synthase (CDS_0048)

A
b1 ct7:37, ,216 (+)

%
>
<
m
>
S
~
[}
~
N}
a
o
=3
N
O

&
~N
w
~N
o
@
Y
A
o
N
i~
o

21 2019 18 DS-4_DS-4A (CDS_0017)

ENOME-0315112:5,927-17,171(-)

<
)
<
o)
N
N
N
)

44 DS-4_ DS-4A (CDS_0045)

<
Q
<
(9]
m
z
o
<
m
o
@
N
%
o
=
©
w
[oN
=
~
N
A
w
o
N
S
=

)

DS-4_DS-4A (CDS_0047)
42 4344 45 46 49 52

SAMEA2737990_b1_ct1:37,256-48,280 (+)
DS-4__DS-4A (CDS_0045)
42 43 44 47 48 5051

<
)
=
©
m
z
[®]
=<
m
(@}
w
N
N
@
o
&
w
o
[
o
N
N
~
[
hel
w
=

)

DS-4_DS-4A (CDS_0046)
42 43 44 45 47 50 51

<
B)
<
©
m
z
o
<
m
(@}
@
£
)
N
w
[eN
=
o
®
iN
N
N
W
S}
=

)
DS-4_DS-4A (CDS_0046)
44 45~ [ 47 53

i
N
N
@

SAMEA2738000_b1_ct4: 36,156-47,148 (+)
DS-4_DS-4A (CDS_0047)
42 4344 45 46 | 48 54
_—— e ———————————————e ] I 15N "B > ]
MGV-GENOME-0323173: 36,247-47,658 (+)
DS-4_DS-4A (CDS_0050)
44 45 46 47 48 49 51 54 57

MGV-GENOME-0324760: 36,505-47,906 ()
DS-4_DS-4A (CDS_0045)
42 43 44 ] 46 495051

MGV- GENOME 0324909: 37,206-47,974 (+)
thymidylate synthase (CDS_0054)
thymidylate synthase (CDS_0048) dihydrofolate reductase (CDS_0053) 56
44 4546 47 49 50 51 52 | 55]57 63

SRS076770_a1_ct11535_vs1:37,221-54,288 (+

46 48

4344 DS-4_DS-4A (CDS_0045) | 47 [ 4950
I — L e e D— [ . I
SRS051244_al_ct13615 vs1:39,698-50,756 (+)

thymidylate synthase (CDS_0046)
42 4344 45 47

SR5144546 al ct12442:37,926-49,268 (+)
43 44  DS-4_DS-4A(CDS_0045) 46 48

SRSO42984 al ct27705:37,236-47,521 (+)
42 44 45

SR5013663 al ct19192 36 454-46,645 (+)
6000 nt i
DNA, RNA and nucleotide metabolism other unknown function defence (DefenseFinder)
I




