
uvig_328852: 98,090-107,660 (+)

retron_type_VI_hth_cluster2_1 (CDS_0111)
112 113 114 115 HNH endonuclease (CDS_0116) 117 118

transposase (CDS_0119)
120 121 122 123 124 125

IMGVR_UViG_3300045988_170591|3300045988|Ga0495776_174224: 94,133-103,703 (+)

115
transposase (CDS_0116)

117

uvig_174284: 35,407-43,730 (+)

52 54

MGV-GENOME-0375130: 92,577-102,326 (+)

101 102 109
transposase (CDS_0110)

111 112 114

IMGVR_UViG_3300045988_168288|3300045988|Ga0495776_176324: 92,577-102,326 (+)

109
transposase (CDS_0110)

111 112

IMGVR_UViG_3300045988_154258|3300045988|Ga0495776_110459: 35,658-45,000 (+)

53 54 57
transposase (CDS_0058)

59 ATPase (CDS_0060)

uvig_45747_: 34,126-44,146 (+)

55
transposase (CDS_0056)

57

MGV-GENOME-0374469: 34,126-44,203 (+)

53 55
transposase (CDS_0056)

57

uvig_584602: 37,594-45,102 (+)

54 56
transposase (CDS_0057)

58

IMGVR_UViG_3300045988_156340|3300045988|Ga0495776_011046: 96,177-103,595 (+)

114 transposase (CDS_0115)

IMGVR_UViG_3300045988_154784|3300045988|Ga0495776_073168: 89,519-97,233 (+)

106 109
transposase (CDS_0110)

111

IMGVR_UViG_3300045988_162023|3300045988|Ga0495776_168620: 89,685-97,419 (+)

105
transposase (CDS_0106)

107

IMGVR_UViG_3300045988_161734|3300045988|Ga0495776_176344: 34,885-42,543 (+)

55 transposase (CDS_0056)

IMGVR_UViG_3300045988_168175|3300045988|Ga0495776_089092: 34,152-43,637 (+)

57
transposase (CDS_0058)

59 65

IMGVR_UViG_3300045988_161963|3300045988|Ga0495776_101787: 96,177-106,250 (+)

114 115
unknown function (CDS_0116)

117 118 119 transposase (CDS_0120)

IMGVR_UViG_3300014548_000001|3300014548|Ga0134459_100054: 33,679-41,803 (+)

49 54 55 56 57

uvig_522561: 35,228-43,429 (+)

55 56 57

IMGVR_UViG_3300045988_162775|3300045988|Ga0495776_110495: 35,492-41,617 (+)

55 56
57

uvig_147453: 97,470-105,687 (+)

113 114 115 116

IMGVR_UViG_3300045988_160599|3300045988|Ga0495776_009824: 98,779-108,596 (+)

115 116 117 118 HNH endonuclease (CDS_0119)

uvig_109473: 42,331-50,477 (+)

59 60 61 62

IMGVR_UViG_3300045988_162323|3300045988|Ga0495776_101773: 97,470-108,699 (+)

113 114 115 116 117
retron_type_VI_hth_cluster2_1 (CDS_0118)

119 120

uvig_178161: 95,980-103,969 (+)

113 114 115

IMGVR_UViG_3300045988_163418|3300045988|Ga0495776_089098: 35,620-45,215 (+)

54 55 56 HNH endonuclease (CDS_0057)

IMGVR_UViG_3300045988_161911|3300045988|Ga0495776_088959: 33,895-41,834 (+)

51 52 53

MGV-GENOME-0374394: 33,895-41,834 (+)

51 52 53

MGV-GENOME-0368784: 35,582-41,705 (+)

58 59

MGV-GENOME-0375920: 101,678-112,573 (+)

120 121 122 HNH endonuclease (CDS_0123) 124 125

MGV-GENOME-4435318: 100,587-109,356 (+)

116 117 118 119

MGV-GENOME-0374180: 86,252-95,277 (+)

107 111 116

4000 nt

DNA, RNA and nucleotide metabolism integration and excision other unknown function defence (PADLOC)


