replication ion protein (CDS_0031) methyltransferase (CDS_0037)

32 33 34 35 DS-15__DS-15A (CDS_0036) 38 39 40 41 42 43

uvig 411955:17,217-23,372 (+)

RNA-binding protein (CDS_0055) RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0057)

uvig 309428:34,493-41,521 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0035)
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RM _Type_ll_Type_ll_MTases_FAM_ 1 (CDS_0048)

IMGVR_UViG_3300029424_000318|3300029424|Ga0243789_1000426|1-37437:29,264-35,833 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0042)

uvig_458853_:27,605-34,153 (+)
41 RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0047)
—— ———— ——— —————— /I — —— |

IMGVR_UViG_3300029413 000085|3300029413|Ga0243792_1000578: 28,636-36,066 (+)
26 RM_Type_ll_Type_ll_MTases_FAM_1(CDS_0032)

MGV-GENOME-0223383: 16,727-24,266 (+)
RNA-binding protein (CDS_0038)
DS-15_DS-15A (CDS_0039)

uvig_455442:21,631-28,485 (+)
40 toxin-antitoxin system HicB-like (CDS_0045)
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ivig_1988:20,842-26,698 (+)

w
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MGV-GENOME-0205266:19,807-26,845 (+)

E—
MGV-GENOME-0221492:22,888-29,970 (+)

i
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MGV-GENOME-0312692:27,112-33,913 (+)
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MGV-GENOME-0245919:23,910-30,942 (+)

uvig_162038:20,899-27,586 (+)

MGV-GENOME.0172736: 15,003-21,978 ()
38 39 44 46 48

TemPhD_cluster_37292_:27,766-35,672 (+)

MGV-GENOME-0216923: 22,022-29,414 (+)
40 44 46 51

uvig_333241:30,052-37,275 (+)

3000 nt i
DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder)
I




