RM_Type_ll__Type_ll_MTases_FAM_3 (CDS_0050)

HNH endonuclease (CDS_0046) gamma-glutamyl cyclotransferase (CDS_0057)
MTase_II_00015 Type (CDS_0049) gamma-glutamyl cyclotransferase (CDS_0056)

amidoligase enzyme (CDS_0054) 61

integrase (CDS_0032) DNA primase (CDS_0043) 48
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MGV-GENOME-0333933:31,449-58,289 (+)

RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0047) gamma-glutamyl cyclotransferase (CDS_0054)

HNH endonuclgase (CDS_0044) gamma-glutamy! cyclotrar@rase (CDS_0053)
35 DNA primase (CDS_0042) MTase_II_00015 Type (CDS_0046) amidoligase enzyme (CDS_0051)
34] 36 37383940 41 43 | 45 | 48 49 50 52| | 55
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MGV-GENOME-0333987:31,459-58,341 (+)
RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0039)  gamma-glutamyl cyclotransferase (CDS_0046)
gamma-glutamyl cyclotransferase (CDS_0045)
MTase_|1_00015 Type (CDS_0038) amidoligase enzyme ((R_Ob43)
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MGV-GENOME-0322697:34,403-52,582 (+)
gamma-glutamyl cyclotransferase (CDS_0035)
34 | 36
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MGV-GENOME-0297884:34,414-43,122 (+)
gamma-glutamyl cyclotransferase (CDS_0035)
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MGV-GENOME-4422376:34,414-42,913 (+)
gamma-glutamyl cyclotransferase (CDS_0036)
ParB-like partition proteir?DS_OOSS)
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MGV-GENOME-4423058: 34,402-43,890 (+)
gamma-glutamyl cyclotransferase (CDS_0040)
39 | 41
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MGV-GENOME-0303412: 32,763-42,059 (+)
gamma-glutamyl cyclotransferase (CDS_0037)
ParB-like partition protéin (CDS_0036)
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MGV-GENOME-0311305: 34,401-43,584 (+)
35 36
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MGV-GENOME-0295847: 34,402-42,645 (+)
gamma-glutamyl cyclotransferase (CDS_0039)
gamma-glutamyl cyclotransferase (CDS_0038)
tRNA-Pro(GGG
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MGV-GENOME-0302953: 34,401-44.,5
gamma-glutamyl cyclotransferase (CDS_0037)
gamma-glutamyl cyclotransferase (CDS_0036)

35
34 38

!H

- — L — W
MGV-GENOME-0310933: 34,384-43,834 (+)

gamma-glutamy! cycloﬁtrﬁansferase (CDS_0039)
gamma-glutamyl cyclotransferase (CDS_0038)
ParB-like partition protein (CDS_0035)
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MGV-GENOME-0306018: 34,399-45,626 (+)
gamma-glutamyl cyclotransferase (CDS_0039)
gamma-glutamy! cyclotrans%rase (CDS_0038)
ParB-like partition protein (CDS_0035)
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MGV-GENOME-0306484:34,397-45,772 (+)
gamma-glutamyl cyclcﬁmsferase (CDS_0039)
gamma-glutamyl cyclotransferase (CDS_0038)
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MGV-GENOME-0299838:31,753-42,109 (+)
gamma-glutamyl cyclwnsferase (CDS_0040)
gamma-glutamyl cyclotransferase (CDS_0039)

integrase (CDS_0037)
T 38 41
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gamma-glutamy! cyclotjmsferase (CDS_0037)
gamma-glutamyl cyclotransferase (CDS_0036)

34
T35 38
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MGV-GENOME-0300859: 34,165-43,912 (+)

gamma-glutamyl cyclotransferase (CDS_0039)
gamma-glutamy! cyclotransferase (CDS_0038)
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SAMN10407347_al ct105852 vs1:31,951-41,678 (+)
gamma-glutamyl cyclotransferase (CDS_0040)
gamma-glutamyl cyclotransferase (CDS_0039)
amidoligase enzyme (CDS_0037)
343536 38| | 41
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MGV-GENOME-0297805:31,456-43,128 (+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0047)
RM_Type_Il_Type_ll_MTases_FAM_3 (CDS_0053) gamma-glutamy! cyclotransferase (CDS_0060)

metallo-protease (CDS_0038) gamma-glutamyl cyclotrarrs%rase (CDS_0059)
DNA polymerase (CDS_0036) anti-TA (APIS117) (CDS_0048) amidoligase enzyme ((?Dg_0b57)
capH‘ (CDS_0039) exonuclease (CDS_0046) MTase_lI_00015 Type (CDS_0052) amidoligase enzyme (CDS_0056)
34 35 37 40 41 42 434445 \ 49 50 51 | 54 55 58 | 61
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MGV-GENOME-0342194: 34,184-64,524 (+)

RM_Type_lI_Type_ll_MTases_FAM_3 (CDS_0042)
HNH endonuclease (CDS_0039)
MTase_ll_00015 Type (CDS_0041) amidoligase enzyme (CDS_0046)
37 38 | 40 \ 43 44 45 50 5152
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MGV-GENOME-0328801: 33,893-52,503 (+)

RM_Type_Il__Type_lI_MTases_FAM_3 (CDS_0041)
HNH endonuclease (CDS_0038)

MTase_II_00015 Type (CDS_0040)

37 | 39 | 42 43 44 amidoligase enzyme (CDS_0045)
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MGV-GENOME-0316808: 33,892-51,103 (+)
RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0039)
MTase_lI_00015 Type (CDS_0038) 40 41 42 amidoligase enzyme (CDS_0043)
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MGV-GENOME-0311652: 33,844-48,928 (+)
RM_Type_lI_Type_ll_MTases_FAM_3 (CDS_0046)
HNH endonuclease (CDS_0043)
DNA primase (CDS_0041) MTase_|I_00015 Type (CDS_0045)
37 3839 40 42 | 44 | 47 48 49 amidoligase enzyme (CDS_0050)
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MGV-GENOME-0329013:33,893-56,933 (+)
RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0046)
HNH endonuclease (CDS_0043)
DNA primase (CDS_0041) MTase_II_00015 Type (CDS_0045)
38 39 40 42 \ 44 \ 47 48 49  amidoligase enzyme (CDS_0050)
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MGV-GENOME-0328202:33,891-56,513 (+)

amidoligase enzyme (CDS_0042)
3738 39 40 41 46
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10000 nt !
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC)
I

anti-defence (dbAPIS) tRNA
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