RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)
replication initiation protein (CDS_0040) phosphoadenosine phosphosulfate reductase (CDS_0044)
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SR5143204 al ct24345 vs1:36,601-42,949 (+)
phosphoadenosine phosphosulfate reductase (CDS_0040)

DNA methyltransferase (CDS_0038)
39 41
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SR5021954 al ct33348 vs1:31,734-38,275 (+)
phosphoadenosine phosphosulfate reductase (CDS_0040)
MTase_lI_00072 Type (CDS_0037) 38 39 41 42
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SAMN11031288 a1l ct327:32,228-38,971 (+)
phosphoadenosine phosphosulfate reductase (CDS_0041)
DNA methyltransferase (CDS_0039) 40 42 43 44 1 2
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Norman_24 NODE_17_length_38230_cov_130.443301: 31,479-38,230 (+); 1-3,399 (+)
RusA-like Holliday junction resolvase (CDS_0037)
MTase_II_00058 Type (CDS_0036) 38 39 40

MGV-GENOME-0257596:30,739-36,981 (+)

DNA methyltransferase (CDS_0042)
43 44 45 46 47 48 49
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IMGVR_UViG_7000000442_000121|7000000442|SRS051791_LANL scaffold_27582:36,355-43,156 (+); 1-1,653 (+)
DNA methyltransferase (CDS_0035)
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IMGVR_UViG_3300007979_000170|3300007979|Ga0114002_100235[4070-41530: 30,660-37,460 (+)
42 43 45 46 47

SRS048893_al ct69259 vs1:34,988-40,778 (+)
RM_Type_|lI_Type_ll_MTases_FAM_2 (CDS_0036) 37
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SR5143850 al_ct20705:31,302-37,661 (+)
MTase_|I_00072 Type (CDS_0039) 40 41 42
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IMGVR_UViG_3300022490_000026|3300022490|Ga0242627_100049: 32,411-38,405 (+)
MTase_II_00072 Type (CDS_0040) 41 42 43

IMGVR_UViG_3300019468_000034|3300019468|Ga0197713_10007: 32,388-38,383 (+); 1-1,443 (+)
RM_Type_Il_Type_ll_MTases FAM_2 (CDS_0038)
39 40 42 43 44

SAMN11031333_al_ct2605:32,307-38,273 (+)
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IMGVR_UViG_3300008362_000187|3300008362|Ga0115107_100172|4140-41944:32,540-37,804 (+)
38 41 42 43
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IMGVR_UViG_3300007220_000040|3300007220|Ga0104054_100574: 30,687-37,257 (+)
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SAM EA2738166_b1 ct60_vs2:27,650-33 510( )
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IMGVR_UViG_3300007314_000016|3300007314|Ga0104968_100250: 31,875-38,405 (+)
phosphoadenosine phosphosulfate reductase (CDS_0039)
DNA methyltransferase (CDS_0038) 40
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IMGVR_UViG_3300007125_000046|3300007125]|Ga0102700_1000429: 31,418-38,560 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0039)
MTase_II_00072 Type (CDS_0038) 40

IN
@

e e —
SAMN11031439_al_ct3393:31,765-38,653 (+)

39 40

—— . . E— —
SRS148676_al ct6637:31,660-37,364 (+)

oMTase_00015 orphan (CDS_0027)  RM_Type_lI_Type_Il_MTases_FAM_2 (CDS_0032)
dUTPase (CDS_0026) 33

S . S S S E— —
MGV-GENOME-0265341:27,378-34,555 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0031)
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- 128, 257 (+)
3132 37 38 39 40 41 43 44

MGV-GENOME-0257518: 30,182-38,020 (+)
37 38 39 40 41 42 43 44 45 46

IMGVR_UViG_3300045988 111002|3SOOO45988\Ga0495776 127181 29 818-36,706 (+)
4000 nt 1

DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (DefenseFinder)
I

defence (PADLOC)
I



