
IMGVR_UViG_3300045988_147540|3300045988|Ga0495776_005906: 30,108-37,161 (+)

46 47 48 49
phosphofructokinase (CDS_0050)

51 52 53 54 55 56 57 58

Mom-like DNA modification protein (CDS_0059)

60
oMTase_00015 orphan (CDS_0061)

62 63 64 exonuclease VIII (CDS_0065)

MGV-GENOME-0302827: 30,108-37,161 (+)

51 52 53 54 55 56 57 63

IMGVR_UViG_3300029720_000026|3300029720|Ga0245229_1000737: 28,637-36,099 (+)

50 51 52 53 54 55 56 57 62 65

uvig_147910: 30,070-37,849 (+)

49
DNA methyltransferase (CDS_0050)

51 52 53 54 55 56 57 58 59 64 65

uvig_152361_: 29,974-37,754 (+)

49
DNA methyltransferase (CDS_0050)

51 52 53 54 55 56 57 58 59

MGV-GENOME-0296633: 29,502-35,791 (+)

51 52 53 54 55 56 61

MGV-GENOME-0304231: 29,791-37,633 (+)

50 51 52 53 54 55 56 57 59 60 63

uvig_55763: 29,291-36,279 (+)

52 53 54 55 56 57 58 60

MGV-GENOME-0304943: 28,795-36,789 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0052) 53 54 55 56 radical SAM domain protein (CDS_0058)

Rampelli_SM_33_NODE_217_length_43665_cov_5.291103: 26,045-34,854 (+)

HNH endonuclease (CDS_0043)
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0044)

45 46 47 48 54
RecT-like ssDNA annealing protein (CDS_0055)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0056)

IMGVR_UViG_3300045988_107773|3300045988|Ga0495776_116807: 30,339-38,147 (+)

44 48 49 cysH_IV-B_1 (CDS_0051) 52 53 54 55 56 57 58 59 60 63

IMGVR_UViG_3300045988_144637|3300045988|Ga0495776_030114: 29,058-35,463 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0051) 52 53 54 55 56 57 58

3000 nt

DNA, RNA and nucleotide metabolism other unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)


