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MGV-GENOME-0348537:40,565-48,715 (+)
phosphoadenosine phosphosulfate reductase (CDS_0070)
DNA methyltransferase (CDS_0065)
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uvig_158421:38,902-45,634 (+)
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uvig_241326:42,014-49,194 (+)

HNH endonuclease (CDS_0063) Mom-like DNA modification protein (CDS_0073) MazF-like growth inhibitor (CDS_0075)
61 62 64 65 66 67 69 72 tRNA splicing ligase (CDS_0074]
| >/ | § | || § B | [

—
uvig 468008:40,103-49,874 (+)
HNH endonuclease (CDS_0068) RNA-binding protein (CDS_0075)
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uvig_225423:40,757-50,013 (+)
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uvig 247695:37,912-45,645 (+)
HNH endonuclease (CDS_0067)
65 66 68 69 70 71 HNH endonuclease (CDS_0079)
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uvig_130255:39,537-49,875 (+)
HNH endonuclease (CDS_0064)
MTase_II_00170 Type (CDS_0068) radical SAM domain protein (CDS_0074)
56 57 62 63 65 66 67 9 72 73 7

|

\
|
/

[ | B | | r " —}§5.- 89 | ;b |
uvig_587017:38,275-48,264 (+)
HNH endonuclease (CDS_0064)
MTase_ll_00170 Type (CDS_0068)
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SAMNO9781787_al_ct22149:38,552-48,209 (+)

RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0069)
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uvig_141132:37,385-44,814 (+)
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OTU_427:39,790-43,966 (+)
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GV-GENOME-0348521:41,257-53,630 (+)

|

Mom-like DNA modification protein (CDS_0069)
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uvig 141251:40,281-50,009 (+)
4000 nt i
DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC)
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