
MGV-GENOME-0375254: 48,078-55,168 (+)

73 74 75 76 Retron__RT_Tot_4 (CDS_0077) 78
CBASS__AG_E1_ThiF ThiF family (CDS_0079)

80 81 82 83

MGV-GENOME-0373375: 91,010-98,149 (+)

115

IMGVR_UViG_3300045988_162023|3300045988|Ga0495776_168620: 103,475-110,606 (+)

129

MGV-GENOME-0374961: 51,236-58,173 (+)

77 82

MGV-GENOME-0372643: 91,503-98,399 (+)

110

IMGVR_UViG_3300045988_160694|3300045988|Ga0495776_011019: 47,943-54,573 (+)

80

IMGVR_UViG_3300029249_000119|3300029249|Ga0168690_1000089: 46,996-54,114 (+)

77 78

MGV-GENOME-0374577: 49,420-56,554 (+)

75

IMGVR_UViG_3300045988_163418|3300045988|Ga0495776_089098: 50,452-57,627 (+)

79 81

MGV-GENOME-0375861: 50,121-58,737 (+)

77 transposase (CDS_0079)

IMGVR_UViG_3300045988_169666|3300045988|Ga0495776_089120: 47,878-55,383 (+)

76 Retron__RT_Tot_14 (CDS_0077)

IMGVR_UViG_3300045988_156369|3300045988|Ga0495776_011065: 111,098-118,605 (+)

136 141 142

IMGVR_UViG_3300045988_156377|3300045988|Ga0495776_110530: 45,049-53,773 (+)

64 65 66 70

MGV-GENOME-0374573: 105,255-112,648 (+)

125 130

IMGVR_UViG_3300045988_147439|3300045988|Ga0495776_019830: 108,925-116,241 (+)

135 139 141

MGV-GENOME-0374407: 106,302-113,910 (+)

131 135

IMGVR_UViG_3300008260_000159|3300008260|Ga0114292_100029: 105,402-114,437 (+)

128 transposase (CDS_0129)

IMGVR_UViG_3300045988_172858|3300045988|Ga0495776_011076: 108,135-117,459 (+)

133 134 136

IMGVR_UViG_3300045988_160191|3300045988|Ga0495776_168681: 103,114-110,345 (+)

126 131

IMGVR_UViG_3300045988_161734|3300045988|Ga0495776_176344: 47,231-54,128 (+)

69 71 76

uvig_235114: 44,275-51,092 (+)

72

MGV-GENOME-0363075: 60,324-67,142 (+)

79 84

uvig_433456: 39,964-46,200 (+)

54 58

uvig_147453: 110,850-117,113 (+)

135

3000 nt

integration and excision unknown function defence (DefenseFinder)


