anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0048)
Mu Gam-like end protection (CDS_0046)
MTase_l_00173 Type (CDS_0045) replication initiation protein (CDS_0049) Mom-like DNA modification protein
44 | 47 | DnaC-like helicase loader (EDS_0050)
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RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0033)

MGV-GENOME-0256789:19,788-27,540 (+)

28 RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0032)
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Mom-like DNA modification protein (CDS_0042)
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MGV-GENOME-0276903:23,771-32,524 (+)
MTase_||_00173 Type (CDS_0012) 15
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MGV-GENOME-0296476:28,917-36,403 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0024) 21 20 RM_Type_ll_Type_ll_MTases_FAM_1(CDS_0019)
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12 RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0013)
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RM _Type_ll_Type_ll_MTases_FAM_1 (CDS_0010)
DNA methyltransferase (EDS_0009)

uvig 467353:1,252-8,103 (+)
RM_Type_Il_Type_ll_MTases_FAM_1 (CDS_0014)
DNA methyltransferase (CDS_0013)

uvig_502861:5,578-12,431 (+)
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MGV-GENOME-0183488:10,077-16,926 (+)

DNA methyltransferase (CDS_0022)

c
<
N
~
N
a
@
@®
w
Ne}
a
N
L
[N
~
N

©)

[y
~N

c
=

9]
EN
—
N
o
o
X
o

N
o
kX
N
N
~
N
o

(+)

transposase (CDS_0035)
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retron_type_VI_hth_cluster2_1 (CDS_0036)
DNA binding protein (CDS_0038)

transposase (CDS_0037) 39 44 45 RM_Type_ll_Type_|l_MTases_FAM_2 (CDS_0046)
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38 44 45 RM_Type_ll_Type_ll_MTases_ FAM_2 (CDS_0046)
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DNA binding protein (CDS_0006)
SspD_00001 SspD (CDS_0008) RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0014)

T
uvig 415575:6,303-14,586 (+)
3 4 5 RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0009)

uvig_500252: 1,200-9,422 (+)
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RM_Type_II_Type_Il_MTases_FAM_2 (CDS_0050) 53 RM_Type_ll_Type_|l_MTases_FAM_1(CDS_0054)
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50 RM_Type_ll_Type_|ll_MTases FAM_2 (CDS_0051)
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endolysin (CDS_0039)
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IMGVR_UViG_3300045988_010580|3300045988|Ga0495776_053910: 25,584-33,815 (+)
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MGV-GENOME-4422653:26,115-34,209 (+)
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48 DNA methyltransferase (CDS_0052)
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IMGVR_UViG_3300029786_000077|3300029786|Ga0243817_1000618: 26,136-34,306 (+)
RM _Type_II_Type_|ll_MTases_FAM_4 (CDS_0044)
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head-tail adaptor (CDS_0002)
terminase large subunit (CDS_0001) portal protein (CDS_0003)
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anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0026) MTase_l1_00072 Type (CDS_0031)
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