
uvig_261062: 48,466-55,762 (+)

replication initiation protein (CDS_0063)
DnaC-like helicase loader (CDS_0064)

65 66 67 68
RM_Type_II__Type_II_MTases_FAM_0 (CDS_0069)

70 71 72 73 74

MGV-GENOME-0331811: 44,216-51,514 (+)

67
RM_Type_II__Type_II_MTases_FAM_0 (CDS_0068)

69

IMGVR_UViG_3300045988_098300|3300045988|Ga0495776_174556: 45,672-54,085 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0065) 66 71 72

MGV-GENOME-0232884: 16,867-23,042 (+)

unknown function (CDS_0024) 25 30

MGV-GENOME-0321040: 39,516-45,924 (+)

unknown function (CDS_0055)
56

uvig_496386: 30,423-37,950 (-)

46RM_Type_II__Type_II_MTases_FAM_0 (CDS_0047)

MGV-GENOME-0303848: 32,404-40,172 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0043) 44

MGV-GENOME-0312241: 34,431-41,827 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0043) 44

uvig_263250: 16,086-24,558 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0027) 28 33 34

MGV-GENOME-0337929: 44,197-51,755 (+)

63 RM_Type_II__Type_II_MTases_FAM_0 (CDS_0067) 68

uvig_168505: 37,405-44,926 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0049) 50

IMGVR_UViG_3300045988_083921|3300045988|Ga0495776_054588: 44,216-51,773 (+)

67
RM_Type_II__Type_II_MTases_FAM_0 (CDS_0068)

69

IMGVR_UViG_3300045988_131553|3300045988|Ga0495776_121883: 11,339-18,894 (+)

DNA methyltransferase (CDS_0020)
21 22 23

IMGVR_UViG_3300029766_000242|3300029766|Ga0242809_100038|63920-123224: 43,653-50,573 (+)

64 65 66

IMGVR_UViG_3300045988_102950|3300045988|Ga0495776_141985: 40,427-47,995 (+)

DNA methyltransferase (CDS_0060)
DNA methyltransferase (CDS_0061)

62

MGV-GENOME-0314947: 31,427-39,013 (+)

42
DNA methyltransferase (CDS_0043)

44

uvig_152682_: 33,092-38,597 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0051) 52

MGV-GENOME-0315457: 36,460-44,033 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0048) 49

uvig_176557: 45,270-52,825 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0064) 65 66 67

uvig_417895: 57,275-66,028 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0085) 86 87 88 93 94

MGV-GENOME-0332226: 43,941-51,498 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0065) 66 67 68

MGV-GENOME-0331042: 40,035-50,585 (+)

SbcD-like subunit of palindrome specific endonuclease (CDS_0058) 64 66

MGV-GENOME-0300240: 27,379-37,716 (+)

42

MGV-GENOME-0345792: 53,487-61,363 (+)

73 74
DNA methyltransferase (CDS_0075)

76 79 80

ivig_43: 45,261-53,135 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0066) 67

MGV-GENOME-0333196: 45,220-51,289 (+)

69 70

MGV-GENOME-0292233: 30,890-38,461 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0042) 43 44

MGV-GENOME-0298628: 31,962-37,934 (+)

43 44

MGV-GENOME-0333782: 46,450-52,320 (+)

71

MGV-GENOME-0296509: 31,859-39,430 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0043) 44 45

IMGVR_UViG_3300045988_105441|3300045988|Ga0495776_073405: 45,337-51,301 (+)

68

IMGVR_UViG_3300045988_087257|3300045988|Ga0495776_056547: 42,467-48,133 (+)

63

MGV-GENOME-0309139: 34,045-39,951 (+)

43 44

MGV-GENOME-0265273: 23,816-29,990 (+)

36 37

MGV-GENOME-0303678: 31,951-39,017 (+)

44 45 50

IMGVR_UViG_3300045988_074361|3300045988|Ga0495776_073296: 46,720-52,523 (+)

65 70 71

IMGVR_UViG_3300045988_076809|3300045988|Ga0495776_157405: 47,443-53,232 (-)

7677

uvig_81562: 36,061-41,850 (+)

replication initiation protein 49 50

MGV-GENOME-0305547: 33,030-39,885 (+)

40 41

IMGVR_UViG_3300045988_105347|3300045988|Ga0495776_163090: 49,757-55,466 (+)

74 75 78

uvig_447012: 46,617-54,172 (+)

DNA methyltransferase (CDS_0067)
68 69 70

MGV-GENOME-4422214: 30,595-38,152 (+)

DNA methyltransferase (CDS_0041)
42 43

IMGVR_UViG_3300045988_084938|3300045988|Ga0495776_142009: 41,957-49,511 (+)

63 64 65

IMGVR_UViG_3300045988_066651|3300045988|Ga0495776_073600: 46,390-54,146 (+)

70 71 78

uvig_583706: 45,350-53,879 (+)

69 70

MGV-GENOME-0333580: 45,665-53,415 (+)

67 68

uvig_171037: 44,647-53,169 (+)

65 67 68

MGV-GENOME-0288257: 29,872-36,712 (+)

40 41 46

IMGVR_UViG_3300045988_071153|3300045988|Ga0495776_169394: 43,621-51,039 (+)

58 59 65 DNA methyltransferase (CDS_0066)

MGV-GENOME-0315549: 37,187-44,616 (+)

49 50 55

MGV-GENOME-0297087: 30,841-38,623 (+)

38 42 43

IMGVR_UViG_3300045988_128714|3300045988|Ga0495776_090411: 46,929-54,984 (+)

71 72 76 77 78

uvig_381365: 47,278-54,876 (+)

70 71 76
Holliday junction resolvase (CDS_0077)

78

MGV-GENOME-0299296: 34,433-38,096 (+)

51 52

MGV-GENOME-0296551: 27,008-37,021 (+)

39 42 43

IMGVR_UViG_3300045988_064564|3300045988|Ga0495776_073492: 45,575-52,979 (+)

67 68

MGV-GENOME-0313280: 35,757-43,973 (+)

unknown function (CDS_0048) 49 50 51

uvig_174631: 27,783-35,969 (+)

unknown function (CDS_0037)
38 39

MGV-GENOME-0338270: 44,848-52,572 (+)

65 66 67 72 73

MGV-GENOME-0334144: 44,246-49,880 (+)

63 66 67

MGV-GENOME-0297623: 34,246-38,545 (+)

45

MGV-GENOME-0319291: 39,232-45,976 (+)

52 53 57

MGV-GENOME-0291030: 31,023-37,254 (+)

44

uvig_220820: 15,308-19,784 (+)

25

IMGVR_UViG_3300045988_076475|3300045988|Ga0495776_090402: 48,173-52,380 (+)

73

IMGVR_UViG_3300029690_000008|3300029690|Ga0245210_100441: 45,915-52,594 (+)

68 74 75 76

IMGVR_UViG_3300045988_052118|3300045988|Ga0495776_007341: 47,378-54,169 (+)

72 78 79

MGV-GENOME-0318255: 39,530-47,316 (+)

51

4000 nt

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


