
uvig_146830: 34,543-42,646 (+)

replication initiation protein (CDS_0061)
DnaB-like replicative helicase (CDS_0062)

63 64 65 66 67 68 69
70

71 72 73 74 75 76 77 78 79 80

MGV-GENOME-0306253: 34,296-42,399 (+)

66 67 68
69

70 71 72 73 74

IMGVR_UViG_3300045988_087191|3300045988|Ga0495776_093453: 38,762-47,917 (+)

67 68 69 70
71

72 73 74 75 transposase (CDS_0079)

IMGVR_UViG_3300045988_071706|3300045988|Ga0495776_028588: 34,016-43,171 (+)

59 60 61
62

63 64 65 66

MGV-GENOME-0322926: 39,989-49,450 (+)

70 71 72
73

74 75
oMTase_00015 orphan (CDS_0076)

lipoprotein (CDS_0077) 78 79

MGV-GENOME-0319544: 39,764-47,679 (+)

72 73 74
75

76 77 78 79 80

MGV-GENOME-0307073: 31,495-38,822 (+)

53 54 55 56 57 58 59 60 61

MGV-GENOME-0301861: 33,635-40,557 (+)

54 55 56 57 58 59

MGV-GENOME-0227931: 18,749-26,225 (+)

33 34 37
38

39 40 41 42 43 44

MGV-GENOME-0295543: 31,352-38,826 (+)

61 62 63 64 65 66 67 68

uvig_496033: 20,244-28,311 (-)

34353637383940414243

IMGVR_UViG_3300045988_079682|3300045988|Ga0495776_057674: 38,538-47,915 (+)

67 68 69 70 71 72 73 74 75 80
methyltransferase (CDS_0081)

82

uvig_489555: 38,071-46,441 (+)

65
DNA methyltransferase (CDS_0066)

69 70 71
72

73 74 75 76 77 78 79

IMGVR_UViG_3300045988_099454|3300045988|Ga0495776_112969: 39,354-47,751 (+)

primosomal protein 64 65 66 70 71 72
73

74 75 76 77 78 79 80

uvig_121387: 41,179-48,272 (+)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0064) 70 72 73 74

uvig_580740: 39,634-45,752 (+)

66 67

uvig_290466: 38,482-45,386 (+)

69 72 73 74 75 76

IMGVR_UViG_3300045988_119564|3300045988|Ga0495776_047403: 38,482-45,386 (+)

72 73 74 75 76

MGV-GENOME-0309981: 38,482-46,834 (+)

72 73 74 75 76 80 RM_Type_II__Type_II_MTases_FAM_1 (CDS_0082)

uvig_227900: 20,176-26,787 (+)

37 38 39 40 41 42

uvig_277948: 40,326-46,208 (+)

71 73 74

MGV-GENOME-0221146: 19,273-26,362 (+)

31
RM_Type_II__Type_II_MTases_FAM_3 (CDS_0032)

33 34 36

IMGVR_UViG_3300045988_090648|3300045988|Ga0495776_005476: 40,887-49,584 (+)

71 74 75 76 77 78 79 80 81 82 83 84 85

MGV-GENOME-0321665: 40,887-49,584 (+)

74 75 76 77 78 79 80 81 82 83 84 85

uvig_250128: 34,615-42,330 (+)

67 70 71 72 73 74 75 76 77

uvig_476446: 41,926-48,190 (+)

75 76 77

uvig_304014: 33,580-40,185 (+)

63 64 65 66

SRS024009_a1_ct8238: 35,611-43,324 (+)

67 68 69 70 71 72

MGV-GENOME-0217427: 17,359-22,967 (+)

31 32
DNA methyltransferase (CDS_0035)

38 39 40 41

IMGVR_UViG_3300023491_000006|3300023491|Ga0257045_100340: 34,151-42,714 (+)

61 62
Lar anti-RM (APIS033) (CDS_0063)

64 65 66 67 68 73

MGV-GENOME-0316890: 39,920-47,684 (+)

71 72 73 74 75 76

MGV-GENOME-0288411: 31,644-38,721 (+)

49 52 53 54 55 56 57

uvig_376569: 20,303-27,428 (+)

35 38 39 40 41 42 43 44 45

MGV-GENOME-0268741: 28,229-34,652 (+)

50 51 52 53 54

MGV-GENOME-0283574: 30,431-37,459 (+)

51 52 53 54
55

56 57

MGV-GENOME-0287505: 24,984-31,898 (+)

49 50 51 52

MGV-GENOME-0292861: 23,363-32,967 (+)

48 49 50 51
52

53 54 55 56 57 lipoprotein (CDS_0058)

uvig_409350: 18,734-27,698 (+)

38 39 40 41
42

43 44 45 46 47 lipoprotein (CDS_0048)

MGV-GENOME-0228730: 20,035-27,676 (+)

38 39 40
Lar anti-RM (APIS033) (CDS_0041)

42 43 44 45

MGV-GENOME-0231999: 20,688-28,328 (+)

38 39 40
Lar anti-RM (APIS033) (CDS_0041)

42 43 44 oMTase_00015 orphan (CDS_0045)

IMGVR_UViG_3300045988_102489|3300045988|Ga0495776_057505: 39,242-47,586 (+)

72 73 74
Lar anti-RM (APIS033) (CDS_0075)

76 77 78 oMTase_00015 orphan (CDS_0079)

MGV-GENOME-0227238: 18,344-27,459 (+)

34 35 36

Lar anti-RM (APIS033) (CDS_0037)

38
HNH endonuclease (CDS_0039)

40 oMTase_00015 orphan (CDS_0041)

MGV-GENOME-0268075: 27,474-35,020 (+)

53 54 55 56 57 DNA methylase (CDS_0058)

uvig_101809: 19,629-27,961 (+)

37 38 39 40 41 oMTase_00015 orphan (CDS_0042)

IMGVR_UViG_3300045988_077540|3300045988|Ga0495776_005410: 41,502-49,683 (+)

77 78 79 80 81 oMTase_00015 orphan (CDS_0082)

MGV-GENOME-0320940: 41,502-49,683 (+)

77 78 79 80 81 oMTase_00015 orphan (CDS_0082)

uvig_206730: 44,215-51,610 (+)

79 80 81 82 83 oMTase_00015 orphan (CDS_0084)

MGV-GENOME-0317992: 29,720-36,654 (+)

56 57 58 59 60

MGV-GENOME-0233516: 22,123-29,054 (+)

38 39 40 41 42

MGV-GENOME-0227991: 21,103-28,035 (+)

35 39 40 41 42 43 44

IMGVR_UViG_3300045988_093506|3300045988|Ga0495776_117032: 36,703-44,886 (+)

71 72 73 74 75 77

SRS104485_a1_ct26742_vs1: 23,151-30,552 (+)

40 41 42 43 44

uvig_177062: 40,815-48,593 (+)

72 73 74 75 76 77 78

uvig_208116: 17,185-25,067 (+)

32 33 34 35
HNH endonuclease (CDS_0036)

37 38

MGV-GENOME-0260391: 24,134-31,070 (+)

50 51 52 53

IMGVR_UViG_3300045988_100613|3300045988|Ga0495776_000311: 39,007-47,858 (+)

72 73 74 75 76 77
RM_Type_II__Type_II_MTases_FAM_1 (CDS_0082)

methyltransferase (CDS_0083)

MGV-GENOME-0262605: 24,104-30,889 (+)

50 51 52 53

MGV-GENOME-0222686: 18,775-24,937 (+)

37 38 39 40

MGV-GENOME-0218277: 20,139-26,366 (+)

36 37 38 39

uvig_307463: 38,020-47,001 (+)

71 72 73 74 75 76

MGV-GENOME-0227363: 19,767-25,400 (+)

38 39 40

MGV-GENOME-0221825: 18,408-24,713 (+)

34 35 36 37

uvig_574068: 26,177-36,525 (+)

44 45 46 47 48 49 50 51 52 53 54 55 56

uvig_405644: 17,543-26,091 (+)

33 34 35 36 37 38 39 40 42

4000 nt

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


