glutathionylspermidine synthase (CDS_0010)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0014) anti-CRISPR-Cas evasion by DNA repair (API1S131) (CDS_0022)
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MGV-GENOME-0370078:3,115-16,214 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0013)
14 16
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MGV-GENOME-0369854: 3,115-15,782 (+)

RM _Type_ll_Type_|l_MTases_FAM_2 (CDS_0018)
17 19 22
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MGV-GENOME-0370941:5,561-18,163 (+)
RM_Type_ll_Type_ll_MTases_ FAM_2 (CDS_0018)
19
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IMGVR_UViG_3300045988_164614|3300045988|Ga0495776_034821:5,561-18,163 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0020)
DISARM_2_drmMiII (CDS_0021)
17 19 | 22 24

e O
MGV-GENOME-0374647:5,363-17,925 (+)
RM_Type_Il__Type_ll_MTases_FAM_2 (CDS_0015)
gcu233_gcu233 (CDS_0013) 14 16
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MGV-GENOME-0370099: 3,136-16,809 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS 0012) 13 14 16 17 19 20

e ——— I 1 s s S
MGV-GENOME-0370945:5,416-16,546 (+)

RM_Type_lI_Type_Il_MTases FAM_2 (CDS_0018)
gcu233_gcu233 (CDS_0016)
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IMGVR_UViG_3300045988_152949|3300045988|Ga0495776_016685: 3,201-17,767 (+)

DNA methyltransferase (CDS_0013)
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IMGVR_UViG_3300045988_157659|3300045988|Ga0495776_034801: 3,115-16,024 (+)

DNA methyltransferase (CDS_0013)
12 14 15
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IMGVR_UViG_3300045988_151707|3300045988|Ga0495776_016382:3,115-16,014 (+)

12 13 14 22

MGV-GENOME-0369697:3,115-14,713 (+)
DNA methyltransferase (CDS_0013)
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MGV-GENOME-0369579: 1,366-16,604 (+)
DNA methyltransferase (CDS_0013)
12 14 15
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IMGVR_UViG_3300045988_155264|3300045988|Ga0495776_092490: 3,083-14,556 (+)
DNA methyltransferase (CDS_0014)
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MGV-GENOME-0369125: 3,170-17,331 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0014)
12 13 15 16 17 18 22 23 25
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MGV-GENOME-0369067: 3,110-16,229 (+)
RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0012)
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IMGVR_UViG_3300045988_157681|3300045988|Ga0495776_102573:1,367-14, 747( )
RM_Type_lI_Type_ll_MTases FAM_2 (CDS_0012)
11 13
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MGV-GENOME-0371099: 1,367-14,747 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0013)
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MGV-GENOME-0364731:1,366-15,268 (+)
6000 nt i
moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) anti-defence (dbAPIS)
I




