
IMGVR_UViG_3300007222_000013|3300007222|Ga0104061_100121: 64,804-76,074 (+)

74 75 76
mads_8 (CDS_0077)

78 79 80 81 82 83 84 85 86

DNA methyltransferase (CDS_0087)
NAD synthetase (CDS_0088)

anti-NARP (APIS104) (CDS_0089)
anti-NARP (APIS138) (CDS_0090)

91 SspD_00001 SspD (CDS_0092)

IMGVR_UViG_3300029237_000375|3300029237|Ga0167477_100020|31134-158607: 67,568-77,088 (+)

78 83 84 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0085)

MGV-GENOME-0349518: 32,747-43,190 (+)

50 51 52
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0053)

61

uvig_281152: 75,530-85,984 (+)

99 100 101102

uvig_558221: 110,140-120,668 (+)

139 140

Shkoporov_2019_SRR9161507_NODE_59_length_137237_cov_23.903471: 74,911-85,441 (+)

97 98 99

MGV-GENOME-0360958: 31,663-42,684 (+)

51 52 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0053)

MGV-GENOME-0356993: 25,518-35,352 (+)

37 39 40
DNA methyltransferase (CDS_0041)

uvig_148169: 33,516-43,368 (+)

55 56 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0057)

uvig_314056: 50,163-60,837 (-)

75DNA methyltransferase (CDS_0080)
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0082)

83

uvig_129681: 88,386-98,669 (+)

112 113 114

MGV-GENOME-0375702: 75,510-85,793 (+)

100 101 102 103

uvig_439333: 84,299-94,580 (+)

100 101 DNA methyltransferase (CDS_0102)

uvig_248211: 57,663-67,943 (+)

75 76 77 DNA methyltransferase (CDS_0078)

IMGVR_UViG_3300045988_118778|3300045988|Ga0495776_168645: 74,374-84,977 (+)

94 95 96 DNA methyltransferase (CDS_0097)

MGV-GENOME-0357225: 32,344-42,009 (+)

53 55 56 57

MGV-GENOME-0348758: 30,827-40,493 (-)

575859

IMGVR_UViG_3300008672_000305|3300008672|Ga0111519_100079|2-129348: 67,213-77,422 (+)

83 84 85 86 87

uvig_442441_: 97,796-108,324 (+)

120 121 122 DNA methyltransferase (CDS_0123)

uvig_249098: 76,124-87,399 (+)

100 101 102

uvig_465169: 45,698-56,844 (+)

55 56 57 DNA methyltransferase (CDS_0058)

MGV-GENOME-0354373: 30,310-40,892 (-)

54

uvig_381661: 118,014-129,327 (+)

163 164 165
166

167 168

MGV-GENOME-0374773: 75,214-85,369 (+)

98 99 100 101 102 104 105

uvig_51063: 31,758-42,803 (-)

cysH_IV-B_1 (CDS_0049)5758

MGV-GENOME-0344570: 29,896-40,638 (+)

50 51 52 60

MGV-GENOME-0374500: 77,070-87,753 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0102) 109

IMGVR_UViG_3300045988_133423|3300045988|Ga0495776_156791: 60,157-71,212 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0070)

uvig_141363: 43,728-52,830 (-)

717273747576

IMGVR_UViG_3300045988_142932|3300045988|Ga0495776_053037: 64,811-78,983 (+)

77 78 79 80 81 82 83

IMGVR_UViG_3300045988_124474|3300045988|Ga0495776_163709: 75,264-83,754 (+)

95 96 97 98

uvig_38180: 52,351-60,831 (+)

80 81 82 83

MGV-GENOME-0373343: 68,442-76,927 (+)

85 86 87 88 89

uvig_183134: 97,160-105,609 (+)

111 112 113 DNA methyltransferase (CDS_0114)

uvig_380763: 74,690-83,364 (+)

100 101 102103 104

MGV-GENOME-0352306: 36,005-44,492 (-)

DNA methyltransferase (CDS_0065)66

uvig_87761: 28,886-37,372 (-)

DNA methyltransferase (CDS_0053)54

MGV-GENOME-0350458: 37,262-44,939 (-)

656667

IMGVR_UViG_3300045988_134345|3300045988|Ga0495776_150957: 65,334-73,555 (+)

83 84 85 86 87

MGV-GENOME-0347113: 33,313-41,795 (+)

54 55 56

MGV-GENOME-0348654: 31,075-39,560 (-)

565758

MGV-GENOME-0350506: 39,267-44,479 (-)

6162

uvig_331736: 33,599-38,811 (+)

56 57

MGV-GENOME-0352049: 32,753-37,965 (+)

54 55

MGV-GENOME-0373114: 67,537-76,195 (+)

85 86 87 88 90

uvig_231206: 116,885-123,459 (-)

146147

uvig_136003: 94,620-101,073 (+)

123

uvig_570990: 134,465-141,038 (+)

157 158 159

IMGVR_UViG_3300029125_000213|3300029125|Ga0168738_100066|1-128228: 66,890-72,528 (+)

83 84 85

MGV-GENOME-0374552: 73,497-78,405 (+)

95 96 97

uvig_129975: 39,107-44,741 (+)

60 61 62

uvig_136699: 50,306-55,943 (-)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0077)
787980

IMGVR_UViG_3300029246_000330|3300029246|Ga0168681_100077|20131-148377: 66,586-72,223 (+)

84 85 86

MGV-GENOME-0373694: 65,210-70,844 (+)

80 81 82

MGV-GENOME-0373824: 66,352-71,986 (+)

83 84

MGV-GENOME-0373305: 63,292-68,926 (+)

76 77 78

MGV-GENOME-0351541: 32,228-37,865 (+)

52 53 54
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0055)

MGV-GENOME-0353212: 43,010-48,647 (-)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0069)707172

uvig_475890: 77,063-81,971 (+)

99 100 101

MGV-GENOME-0372316: 61,584-67,221 (+)

77 78 79

uvig_254228: 31,671-37,309 (+)

48 49 50 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0051)

uvig_435487_: 104,422-110,310 (+)

118
119 120

uvig_200367: 106,174-113,678 (+)

129 130 136

uvig_214344: 75,747-83,108 (+)

101 102 103

uvig_379724: 114,242-122,538 (+)

138 139 140

IMGVR_UViG_3300045988_125694|3300045988|Ga0495776_176354: 85,922-93,285 (+)

111 112 113

uvig_282751: 91,025-98,508 (+)

111

MGV-GENOME-0371622: 75,747-82,352 (+)

101 102 103 108109 110

MGV-GENOME-0351390: 32,581-38,111 (-)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0049)50

uvig_570100: 42,938-48,475 (+)

56
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0057)

uvig_252087: 72,939-79,014 (+)

94 95

uvig_53996: 34,396-39,781 (+)

60 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0061)

IMGVR_UViG_3300045988_116501|3300045988|Ga0495776_034445: 75,460-81,536 (+)

97 98 99

uvig_312241: 57,384-63,463 (-)

868788

IMGVR_UViG_3300045988_128756|3300045988|Ga0495776_073258: 73,599-79,677 (+)

92 93 94 95

uvig_255805: 74,078-80,153 (+)

98
99

100 101

MGV-GENOME-0348823: 33,047-38,580 (+)

54 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0055)

MGV-GENOME-0375822: 66,767-72,694 (+)

87 88 89 90

IMGVR_UViG_3300029715_000003|3300029715|Ga0245215_1000116: 77,459-85,047 (+)

99 100 101102

uvig_187957: 67,755-75,434 (+)

85 86 87

MGV-GENOME-0352238: 33,835-39,220 (+)

59 DNA methyltransferase (CDS_0060)

MGV-GENOME-0347629: 33,191-41,048 (-)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0061)6263

uvig_81135: 33,054-40,911 (+)

56 57 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0058)

uvig_106885: 34,605-43,237 (+)

58 59 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0060)

MGV-GENOME-0347142: 33,778-43,338 (+)

55 56 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0057) 64 polynucleotide kinase (CDS_0065)

MGV-GENOME-0374166: 71,833-78,568 (+)

metal-dependent phosphohydrolase (CDS_0090)
91 96 97 98

uvig_310660: 75,439-80,343 (+)

99 100 101 102

MGV-GENOME-0356795: 32,396-40,799 (+)

ABC transporter (CDS_0047)
48 54 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0055)

5000 nt

moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)


