site-specific recombination directionality factor RDF (CDS_0045)
metal-dependent phosphohydrolase (CDS_0044)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042) MazG-like pyrophosphatase (CDS_0047)
37 38 39 40 41 43 \ 46 anaerobic ribonucleotide reductase small subunit
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IMGVR_UViG_3300029334_000006|3300029334|Ga0243717_1000481: 30,763-36,300 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0033) 38
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MGV-GENOME-0256666:21,672-27 492 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0031)
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MG\/ GENOME-0262894:23,027-28,565 (+)
RM _Type_Il_Type_ll_MTases_FAM_2 (CDS_0028) 29
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MGV-GENOME-0243174:15,315-21,136 (+)
RM_Type_ll__Type_ll_MTases_FAM_2 (CDS_0043) DNA methyltransferase (CDS_0044)
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IMGVR_UViG_3300045988_013435[3300045988|Ga0495776_136179:30,700-36,531 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042) anaerobic ribonucleotide reductase small subunit (CDS_0047)
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MGV-GENOME-0299904: 30,818-36,724 (+)
phosphoadenosine phosphosulfate reductase (CDS_0011)
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uvig_170410:4,213-9,953 (+)

phosphoadenosine phosphosulfate reductase (CDS_0036)
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MGV-GENOME-0277745:25,291-31,038 (+)

endolysin (CDS_0025) phosphoadenosine phosphosulfate reductase (CDS_0030)

MGV-GENOME-0261793: 20,967-28,508 (+)
MTase_I_00072 Type (CDS_0063)
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uvwg 338021:47,122-52,956 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0043) 44
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39 MTase_|I_00072 Type (CDS_0041) 42 43 DNA methyltransferase (CDS_0044)

IMGVR UViG_3300045988_022200|3300045988|Ga0495776_029955:30,815-37,214 (+)
MTase_l1_00072 Type (CDS_0032)
33 DNA methyltransferase (CDS_0034)
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MTase_|I_00072 Type (CDS_0037) 38 39 DNA methyltransferase (CDS_0040)

IMGVR UViG_3300045988_022256|3300045988|Ga0495776_092772: 28 486-34,603 (+)

MTase_lI_00072 Type (CDS_0031)
32
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MGV-GENOME-0292411:18,358-24,178 (+)
phosphoadenosine phosphosulfate reductase (CDS_0045)
phosphoadenosine phosphosulfate reductase (CDS_0046)
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IMGVR_UViG_3300029445_000410|3300029445|Ga0243741_1000317|37208-86352: 33,022-38,761 (+)

phosphoadenosine phosphosulfate reductase (CDS_0028)
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MGV-GENOME-0244862:19,677-25,694 (+)
phosphoadenosine phosphosulfate reductase (CDS_0015)
phosphoadenosine phosphosulfate reductase (CDS_0016)
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MGV-GENOME-0173164:7,401-13,069 (+)

phosphoadenosine phosphosulfate reductase (CDS_0044) 45
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MGV-GENOME-0305541:30,826-36,838 (+)

phosphoadenosine phosphosulfate reductase (CDS_0043)
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phosphoadenosine phosphosulfate reductase (CDS_0043)
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IMGVR_UViG_3300045988_010185|3300045988|Ga0495776_002694:30,691-36,177 (+)

phosphoadenosine phosphosulfate reductase (CDS_0024) 25
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MGV-GENOME-0257445:14,502-20,520 (+)

phosphoadenosine phosphosulfate reductase (CDS_0017)
phosphoadenosine phosphosulfate reductase (CDS_0018)
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MGV GENOME-0177744:8,053-13,726 (+)
phosphoadenosine phosphosulfate reductase (CDS_0027)
phosphoadenosine phosphosulfate reductase (CDS_0028)
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phosphoadenosine phosphosulfate reductase (CDS_0036)
37
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phosphoadenosine phosphosulfate reductase (CDS_0024)
phosphoadenosine phosphosulfate reductase (CDS_0023)
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uvig 166553:13,714-19,179 (+)
phosphoadenosine phosphosulfate reductase (CDS_0031)
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phosphoadenosine phosphosulfate reductase (CDS_0045)
46
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IMGVR_UViG_3300043821_000003|3300043821|Ga0455827_0274:31,005-36,995 (+)

phosphoadenosine phosphosulfate reductase (CDS_0011)
phosphoadenosine phosphosulfate reductase (CDS_0012)
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phosphoadenosine phosphosulfate reductase (CDS_0041)
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MGV-GENOME-0317973:30,892-36,622 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0024)
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MGV-GENOME-0179637:10,999-16,468 (-)

RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0021) 20 DNA methyltransferase (CDS_0019)
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MGV-GENOME-0171492:9,447-15,216 (-)
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MGV-GENOME-0186186: 9,204-14,626 (+)
40 MTase_lI_00072 Type (CDS_0043) 44
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MTase_|I_00072 Type (CDS_0042) DNA methyltransferase (CDS_0043)
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RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0043) 44

IMGVR_UVIG_ 3300045988 _020462|3300045988|Ga0495776_136441:30,251-36,785 (+)
RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0041) 42
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RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0020)
16 DNA methyltransferase (CDS_0021)
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phosphoadenosine phosphosulfate reductase (CDS_0041)
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IMGVR_UViG_ 3300045988 _036627|3300045988|Ga0495776_179555:27,621-34,278 (+)
38 39 NrdD-like anaerobic ribonucleotide reductase large subunit (CDS_0045)

MGV-GENOME-0306561: 26,774-34,536 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)
35 43 44
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uvig 66917:27,594-34,426 (+)
phosphoadenosine phosphosulfate reductase (CDS_0039)
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MGV-GENOME-0288704:27,761-36,280 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)
36
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uvig_157827:29,726-36,118 (+)
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