oMTase_00015 orphan (CDS_0042)
38 39 40 41 43 44 45 46 47 48 49 50 51 52 53 54 55  terminase large subunit (CDS_0001)

uvig 280053:33,653-41,852 (+); 1-1,359 (+)

27 32 33 34 35 36 37 38 39 40 44
I P N R BN —
MGV-GENOME-0247690: 26,730-36,357 (+)
HNH endonuclease (CDS_0050)
45 46 47 48 49 51 52 53 57 58

IMGVR_UViG_3300014790_000002|3300014790|Ga0134419_1000224: 34,095-42,831 (+)
PDC-M11B_WP_204471233.1 (CDS_0044)
DNA methyltransferase (CDS_0043)

42 \ 45 46 47 53
| 1 — I B S I
MGV-GENOME-0273461:32,988-40,943 (+)

43 44 45 4647 48 49

I— I N S

SAMNO09781723 al ct12620:33,256-39,646 (+)
transcriptional repressor (CDS_0035)
34 T 36 MTase_II_00157 Type (CDS_0041) 42 43 44 45 46 47 48 49

—— . — E— —
MGV-GENOME-0280800: 32,458-42,391 (+)

DNA methyltransferase (CDS_0050)
41 42 44 45 49 51
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55 56 57 58
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uvwg 251655:26,410-36,478 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0046)
45 47 48

IS
©

50 5152 53 56

uvig_132784:26,600-34,505 (+)
MTase_II_00157 Type (CDS_0045) 46 47 48 49

MGV-GENOME-0246707: 26,664-33,090 (+)
41 46 47 48 49 50 51 52 53 58

uvig 541607:26,427-33,665 (+)
46 47 48 49 50 51 52 53

IMGVR_UViG_3300045988_017374|3300045988|Ga0495776_015717:26,427-33,665 (+)
transcriptional repressor (CDS_0043)

48 49 50 51 52 53 54
I

IMGVR_UViG_3300045988_017583|3300045988|Ga0495776_084165: 27,485-33,190 (+)
44 45 46 47 48 49 50 51 58

IMGVR_UViG_3300045988_028778|3300045988|Ga0495776_062760: 25,908-34,430 (+)
RM_Type_ll_Type_Il_MTases FAM_2 (CDS_0049)
48

50 51 52 53 54 55
- —  — — — —— ———~¢3 — —— — ] —
uvig_338683:27,522-34,233 (+)

41 42 43 44 45 46
I — — E— —
IMGVR_UViG_3300045988_009144|3300045988|Ga0495776_028007: 32,362-38,247 (+)

33 34 35 36 37 38
e E— — —

uvig_32560: 24,178-30,042 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0049)
48 50 51 52 53 54

MGV-GENOME-0258148: 26,849-33,263 (+)

Mom-like DNA modification protein (CDS_0045)
43 44 46 47 49 52

IMGVR_UViG_3300045988_005089|3300045988|Ga0495776_002182: 32,742-40,565 (+)

Mom-like DNA modification protein (CDS_0045)
43 44 46 47

I — L ___________§ ]
MGV-GENOME-0279518:32,491-40,565 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0039)
Mom-like DNA modification protein (CDS_0037)

35 36 38 40
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uvig_113377:27,518-35,333 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0044)
Mom-like DNA modification protein (CDS_0042)
37 40 41 43 | 45 46
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w
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uvig_253868:32,109-38,821 (+)

nucleoside 2-deoxyribosyltransferase (CDS_0044)
phosphoadenosine phosphosulfate reductase (CDS_0040)

Mom-like DNA modification protein (CDS_0042)
41 43 | 45 46

+
-

uvig_465541:32,355-39,079 (+)

nucleoside 2-deoxyribosyltransferase (CDS_0044)
phosphoadenosine phosphosulfate reductase (CDS_0040)

Mom-like DNA modification protein (CDS_0042)
41 43 \ 45

i#

uvig_434772_:32,375-39,099 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0046)
Mom-like DNA modification protein (CDS_0044)

42 43 [ 45 47 48

uvig_420553:33,006-39,032 (+)
Mom-like DNA modification protein (CDS_0047)
46 48 49 50

I
IMGVR_UViG_3300045988_013605|3300045988|Ga0495776_001045: 33,760-38,946 (+)

Mom-like DNA modification protein (CDS_0047)
44 45 46 48 49 50

uvig_517481:383,757-40,089 (+)
46 47 48 49 50

N
Kang_0001_ST002_A take2 NODE_16_length_42557_cov_142.541927:33,824-40,036 (+)

Mom-like DNA modification protein (CDS_0051)
48 49 50 52 53 54 55 56

1
i

IMGVR_UViG_3300045988_017252|3300045988|Ga0495776_172909: 26,434-34,673 (+)
45 46 47 48 49 50 51 52 53

— —— & ) —
uvig_98343:25,196-33,576 (+)

44 45 46 47 48 49 50 51 52
I — I N — e
uvig_98455:24,946-33,629 (+)
DNA methyltransferase (CDS_0040) 41 42 43

r— — —— — ————— ———— —]
IMGVR_UViG_3300045988_003339|3300045988|Ga0495776_007586: 32,510-38,096 (+)

DNA methyltransferase (CDS_0039) 40

41 42
N —— I

uvig 186491:32,252-38,096 (+)
Mom-like DNA modification protein (CDS_0046)
PDC-M11B_WP_204471233.1 (CDS_0047)
44 45 | 48 49 50

uvig 359359:33,021-38,599 (+)
MTase_lI_00074 Type (CDS_0052)
49 50 51 53 54 55

IMGVR | UVIG 3300045988 013053|3300045988|Ga0495776_086683:27,154-35,520 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0047)
46 48 49 50 51 59

I — I I B
IMGVR_UViG_3300045988_024960|3300045988|Ga0495776_059724:25,924-33,967 (+)
site-specific recombination directionality factor RDF (CDS_0053)
DNA methyltransferase (CDS_0049)
MTase_lI_00157 Type (CDS_004¢6) 47 48 ) 51 52 54 55

uvig 212896:25,486-33,861 (+)
PDC-M11B_WP_204471233.1 (CDS_0044)

oMTase_00015 orphan (CDS_0041)
SspD_00001 SspD (CDS_0043) 45
E——

SRS150029_al_ct12618:31,791-37,775 (+)
Mom-like DNA modification protein (CDS_0049)
PDC-M11B_WP_204471233.1 (CDS_0050)
47 48 \ 51 52 53  Holliday junction resolvase (CDS_0054)

e I e I . I E— E—
IMGVR_UViG_3300045988_032054/3300045988|Ga0495776_015720: 26,383-35,620 (+)

MTase_lI_00157 Type (CDS_0045) 46 47 48 49 50 51 52 53 61
- e —— T —— ———————— ;g —— §————— §— §——]

IMGVR_UViG_3300023498 _000015|3300023498|Ga0257046_100497:25,895-36,001 (+)
Mom-like DNA modification protein (CDS_0049)
47 48 50 51

IMGVR_UViG_3300029555_000015|3300029555]|Ga0245053_100583: 26,528-34,947 (+)
PDC-M11B_WP_204471233.1 (CDS_0051)
SspD_00001 SspD (CDS_0049)
4 50 52

uvig_401393:26,458-34,139 (+)
PDC-M11B_WP_204471233.1 (CDS_0053)
RM_Type_ll__Type_ll_MTases_FAM_1 (CDS_0048)  SspD_00001 SspD (CDS_0052)
oMTase_00015 orphan (CDS_0047) 49 50 51 \ 54 55 56

IMGVR_UViG_3300045988_018758|3300045988|Ga0495776_041632:26,837-37,083 (+)
SspD_00001 SspD (CDS_0051)
oMTase_00015 orphan (CDS_0049) 50 52 53 54 55 56 57 58

o
w

uvig_508435: 26,867-36,052 (+)
SspD_00001 SspD (CDS_0051)
oMTase_00015 orphan (CDS_0049) 50 52 53 54 55 56 57 58

<
Q
<
el
<
<
@)
w
W
o
o
o
X
[
N}
®
e
o
]
o
o
O
@
w
&)
o
(o]
o
X
[
0
@
@
(4]
j8)
(@]
b
N
w
~
~
o
o
=y
a
~
=
)
N
o

L
|
:
|
l

@
o~
~
w
o
o
Q
N

X 126, (+)

49 50 51 52 53 54 55 56 57 58
& — — —  —r—— —— ——— —1 S B S E—— E—
IMGVR_UViG_3300045988_084593|3300045988|Ga0495776_015708:26,706-36,037 (+)
49 50 51 52 53 54 55 56
— . S . — E—
uvig_514418:26,571-35,322 (+)
49 50 51 52 53 54 55 56 57 58
— —— — —— 1 — — —] e S D E—— E—
MGV-GENOME-0251245:26,706-36,037 (+)
SspD_00001 SspD (CDS_0047)
46 48 49 50 51 52 53

MGV-GENOME-0224714:22,896-31,451 (+)

SspD_00001 SspD (CDS_0048)
47 49 50 52

N —
uvig_341524:25,615-33,645 (+)

w
ey

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0050)

SspD_00001 SspD (CDS_0049)
oMTase_00015 orphan (CDS_0047) 48 51 52 53 54

o
N

MG\/ GENOME-0256090: 28,007-37,772 (+)
SspD_00001 SspD (CDS_0048)
oMTase_00015 orphan (CDS_0046) 47 49 50 51 52

uvig - 487042 27,952-36,921 (+)
51 52 53 54 55 56 57 58

o
N

IMGVR_UViG_3300045988_043082|3300045988|Ga0495776_009002:27,529-37,966 (+)
4000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
I

defence (DefenseFinder) ~defence (PADLOC)




