RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0040)
SspD_00001 SspD (CDS_0038)
34 35 36 37 39 41 42 43 44 45 46 47 DNAmethyltransferase

T e D——
MGV-GENOME-0312683:29,194-35,374 (+)

29 35

MGV-GENOME-0281475:22,315-27,972 (+)
HNH endonuclease (CDS_0013)

Y 1
uvig_243402:2,139-7,621 (+)

MTase_lI_00173 Type (CDS_0043)45

T — ———— — — — ]
IMGVR_UViG_3300029612_000137|3300029612|Ga0245127_100585: 31,294-36,594 (+)

MGV-GENOME-0281892:28,901-34,724 (+)

HNH endonuclease (CDS_0015)

S
uvig_415604:2,332-7,777 (+)

HNH endonuclease (CDS_0016)
18 MTase_II_00157 Type (CDS_0022)

L
uvig_414853:4,364-11,098 (+)

HNH endonuclease (CDS_0011)

—
uvig 203564:1,699-6,558 (+)

HNH endonuclease (CDS_0043)

MGV-GENOME-0310307: 29,999-35,162 (+)
DNA methyltransferase (CDS_0010)
9

[
[

uvig 87369:896-5,762 (+)
SspD_00001 SspD (CDS_0040) 41 42 43 MTase_I1_00173 Type (CDS_0044)

I — — E—
MGV-GENOME-0322458:31,831-38,924 (+)

13 tail length tape measure protein (CDS_0014) SspD_00001 SspD (CDS_0020) 21 22 MTase_lI_00173 Type (CDS_0023) 25

MGV-GENOME-0265629:10,281-20,166 (+)
DNA methyltransferase (CDS_0014)
12 13 MTase_I1_00173 Type (CDS_0015)

I
uvig 309303:2,172-9,259 (+)
DNA methyltransferase (CDS_0014)
13 15 MTase_I1_00173 Type (CDS_0016)

uvig_439354:4,471-11,504 (+)
70

T e R — |
uvig_380769:52,319-58,164 (+)

HNH endonuclease (CDS_0016) 19 20

e —————— 1
MGV-GENOME-0185480:4,941-11,330 (+)
35 SspD_00001 SspD (CDS_0041) 42 43 MTase_l1_00173 Type (CDS_0044)

I |
IMGVR_UViG_3300045988_074790|3300045988|Ga0495776_188765:29,656-36,949 (+)
SspD_00001 SspD (CDS_0031) 32 33 35

— —— — ]
MGV-GENOME-0287546:21,399-27,961 (+)

SspD_00001 SspD (CDS_0041) 42 43 MTase_II_00173 Type (CDS_0044)

|
MGV-GENOME-0325380:29,656-36,949 (+)
SspD_00001 SspD (CDS_0039) 40 41 42 MTase_II_00173 Type (CDS_0043)

MGV-GENOME-0314924: 28,654-37,319 (+)
SspD_00001 SspD (CDS_0028) 29 30 MTase_II_00173 Type (CDS_0031)

I
uvig_235842:17,995-25,614 (+)
DNA methyltransferase (CDS_0042)
SspD_00001 SspD (CDS_0040) 41 RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0043)

i#

I S— S S E— — ——
uvig_281276:28,632-34,933 (+)

DNA methyltransferase (CDS_0041)
SspD_00001 SspD (CDS_0038) 39 40 RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0042)

i#

————————— R —
IMGVR_UViG_3300045988_187719|3300045988|Ga0495776_113201|5970-54794:27,023-34,316 (+)

SspD_00001 SspD (CDS_0039) 40 MTase_|I_00173 Type (CDS_0041)

IMGVR_UViG_3300045988_040136|3300045988|Ga0495776_097672:28,601-34,839 (+)
SspD_00001 SspD (CDS_0031) 32 33  MTase Il 00173 Type (CDS_0034)

MGV-GENOME-0284665: 22,255-28,203 (+)
SspD_00001 SspD (CDS_0042) 43 MTase_|l_00173 Type (CDS_0044)

—
MGV-GENOME-0310634: 29,329-35,630 (+)

SspD_00001 SspD (CDS_0030) 31 MTase_|I_00173 Type (CDS_0032)

uvig 281025:22,147-28,056 (+)
SspD_00001 SspD (CDS_0039) 40 41 42

uvig_564017:28,552-35,123 (+)
DNA methyltransferase (CDS_0042)
SspD_00001 SspD (CDS_0039) 40 41 45

|
|
\
|
|

Kang 0027 _STOO1 A NODE 11 length 49491 cov_38.787098:28,654-35,166 (+)
SspD_00001 SspD (CDS_0058) 59 60 61 62

SRS054905_al ct17981 vs1:44,021-50,506 (+
SspD_00001 SspD (CDS_0039) 40 41 42 43 MTase_l1_00173 Type (CDS_0044)

e ) [
IMGVR_UViG_3300045988_087535|3300045988|Ga0495776_010180: 28,776-36,129 (+)
SspD_00001 SspD (CDS_003¢6) 37 38 39 40 41 MTase_|I_00173 Type (CDS_0042)

uvig_403745:25,170-32,523 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0013)
12 MTase_lI_00173 Type (CDS_0014)

[
uvig 202784:3,042-10,006 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0041)
SspD_00001 SspD (CDS_0039) 40 MTase_II_00173 Type (CDS_0042)

T e I B S S—
IMGVR_UViG_3300045988_054790|3300045988|Ga0495776_010204:28,547-35,829 (+)

RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0026)

27 [ MTase_l1_00173 Type (CDS_0025)

I
uvig_334619:10,334-17,475 (-)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)
SspD_00001 SspD (CDS_0040) 41 43 44

1]
\
+

MGV-GENOME-0311770: 28,658-35,998 (+)

w
0

40 RM_Type_ll_Type_|ll_MTases FAM_2 (CDS_0041)

IMGVR_UViG_3300045988_058873|3300045988|Ga0495776_047031:28,628-35,397 (+)
SspD_00001 SspD (CDS_0040) 41 42 RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0043)

I —
uvig 97388:28,530-35,042 (+)
RM_Type_|l_Type_Il_MTases_FAM_2 (CDS_0041)
SspD_00001 SspD (CDS_0039)
38 40 HNH endonuclease (CDS_0043)

ﬁ
i*

uvig_477824:28,659-35,132 (+)
SspD_00001 SspD (CDS_0039)
32 36 38 40 RM_Type_|I_Type_Il_MTases_FAM_2 (CDS_0041)

i#

T e — |
IMGVR_UViG_3300045988_070320|3300045988|Ga0495776_010424:28,361-35,132 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0040)
SspD_00001 SspD (CDS_0038) 39 DNA methyltransferase (CDS_0041)

— C— — I — [ 7
uvig_158016:28,636-35,526 (+)

38 39 40 MTase_ll_00173 Type (CDS_0041)

IMGVR_UViG_3300029594_000004|3300029594|Ga0245142_100474:28,802-34,712 (+)
36 37 MTase_ll_ 00173 Type (CDS_0038)

IMGVR_UViG_3300045988_057594|3300045988|Ga0495776_029646:26,396-32,343 (+)
31 34 38 39 MTase_II_00173 Type (CDS_0040)

S —
MGV-GENOME-0305590:28,210-34,313 (+)

40 41 MTase_II_00173 Type (CDS_0042)
o b L DDt LD E b

IMGVR_UViG_3300045988_075673|3300045988|Ga0495776_010428: 28,426-34,748 (+)
SspD_00001 SspD (CDS_0039)
37 38 MTase_II_00173 Type (CDS_0040) 43

IMGVR_UViG_3300045988_058981|3300045988|Ga0495776_047173:28,343-34,834 (+)
SspD_00001 SspD (CDS_0022)
20 21 23 MTase_lI_00173 Type (CDS_0024)

MGV-GENOME-0233009: 11,955-18,554 (+)
37 38

IMGVR_UViG_3300045988_071474|3300045988|Ga0495776_117130: 28,937-33,743 (+)

IS
N
N
(&)

w
el

MGV-GENOME-0309479: 28,909-35,616 (+)

MGV-GENOME-0303634:29,066-33,180 (+)
39

——
IMGVR_UViG_3300045988_074664|3300045988|Ga0495776_161599:29,727-33,543 (+)

w
o

I —— e s—
MGV-GENOME-0274899: 28,343-32,956 (+)

MTase_|I_00173 Type (CDS_0040)
SspD_00001 SspD (CDS_0039) 41

I ——
uvig 5977583:28,600-34,937 (+)
SspD_00001 SspD (CDS_0034)

30
T ——

uvig_72145:14,578-20,021 (-)
SspD_00001 SspD (CDS_0031)

— -
uvig 199871:21,919-27,748 (+)

32 33

uvig 113048:22,539-28,604 (+)

uvig_121245:7,958-14,826 (-)
SspD_00001 SspD (CDS_0037)

——
MGV-GENOME-0300159:28,319-34,014 (+)

SspD_00001 SspD (CDS_0026)

T T eee—
MGV-GENOME-0263096:8,277-13,972 (-)

SspD_00001 SspD (CDS_0037)

uvig_250706: 28,331-33,696 (+)
SspD_00001 SspD (CDS_0035)

[ e e e e T T . ———————]
IMGVR_UViG_3300045988 _053397|3300045988|Ga0495776_136172:26,416-31,488 (+)

SspD_00001 SspD (CDS_0037)

——
IMGVR_UViG_3300045988_053921|3300045988|Ga0495776_171386: 28,490-34,363 (+)

RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0041)
DNA methyltransferase (CDS_0040)

IMGVR_UViG_3300029584_000354|3300029584|Ga0245112_100117(82611-132971:30,267-35,884 (+)
37 SspD_00001 SspD (CDS_0038)

uvig_588211:28,078-34,037 (+)
31 30 SspD_00001 SspD (CDS_0029)

S I S ——— . E——
MGV-GENOME-0221662: 10,787-16,746 (-)

SspD_00001 SspD (CDS_0038)

MGV-GENOME-0314150: 29,935-35,301 (+)
34 SspD_00001 SspD (CDS_0038)

I
uvig_177974:29,413-35,043 (+)
36 37 38

IMGVR_UViG_3300045988_081563|3300045988|Ga0495776_097562:28,109-33,621 (+)
SspD_00001 SspD (CDS_0043)
41 44 MTase_|lI_00173 Type (CDS_0045)

i#

e e S S s ) S E—
IMGVR_UViG_3300045988_087559|3300045988|Ga0495776_183870:32,716-39,002 (+)

42 SspD_00001 SspD (CDS_0043)

\MGVR UViG_3300029885_000125|3300029885[Ga0245329_100427: 38,340-42,334 (+)

T —
MGV-GENOME-0192899:5,694-11,925 (+)

L —
uvig_397289:9,329-15,560 (-)

25

S
uvig 192945:9,761-15,363 (-)

uvig_235134:12,226-19,850 (-)

18 19
T —— R | [ A e — —
MGV-GENOME-0184939:6,553-12,965 (+)
23 22

S
uvig_73498:8,987-15,680 (-)

N
E

uvig_139817:10,758-17,170 (+)

[
~N

18

uvig 127925:6,214-13,198 (+)
24 23

e R | e — —
uvig_410404: 9,852-16,044 (-)

23 22
T ee—— T T —— —

uvig_54044:8,480-14,043 (-)
20 21

s S
uvig_203105: 6,223-12,844 (+)

3000 nt
DNA, RNA and nucleotide metabolism other tail unknown function defence (DefenseFinder) defence (PADLOC)
I L]




