
uvig_51943: 81,177-92,850 (+)

thymidylate kinase (CDS_0106)

107
endonuclease (CDS_0108)

109

QueE-like  radical SAM domain (CDS_0110)

111 112 113 114
115

116 117 118 119
cd06127 CAS-I,CAS-II,CAS-III,CAS-IV,CAS-V,CAS-VI; (CDS_0120)

121

IMGVR_UViG_3300045988_158158|3300045988|Ga0495776_016688: 9,664-21,337 (-)

13
14

1516

MGV-GENOME-0369104: 59,131-69,582 (-)

85878889

IMGVR_UViG_3300030447_000122|3300030447|Ga0168849_100246: 27,299-37,133 (+)

Dpd__FolE (CDS_0032) 36 37

MGV-GENOME-0361664: 57,062-66,896 (-)

5657

uvig_155396: 57,620-67,131 (+)

97

MGV-GENOME-0369261: 2,823-12,334 (-)

11

MGV-GENOME-0370008: 1-10,107 (-); 107,412-108,303 (-)

456

uvig_60270: 1-10,107 (-)

456

IMGVR_UViG_3300045988_165544|3300045988|Ga0495776_017887: 54,628-65,943 (+)

endonuclease (CDS_0085) 90 91 92

MGV-GENOME-0369558: 82,115-93,430 (-)

104105106

uvig_192185: 63,952-74,503 (+)

95 96 97

MGV-GENOME-0369331: 4,061-14,096 (-)

121314

MGV-GENOME-0342806: 44,832-56,485 (+)

75 81 82 84 85 86

IMGVR_UViG_3300007991_000009|3300007991|Ga0105643_100128: 71,970-83,404 (-)

93

MGV-GENOME-0369586: 28,686-40,120 (+)

47

uvig_163343: 1-11,830 (-); 104,902-105,527 (-)

58

MGV-GENOME-0369148: 1-11,830 (-); 104,942-105,567 (-)

68

SAMN10080913_a1_ct483: 1-6,209 (-)

123

IMGVR_UViG_3300045988_156162|3300045988|Ga0495776_016652: 59,332-73,804 (-)

61

QueE-like  radical SAM domain (CDS_0064)
Dpd__FolE (CDS_0065)

DNA polymerase (CDS_0069)
DNA polymerase (CDS_0070)

71

MGV-GENOME-0368714: 71,493-85,965 (+)

Dpd__FolE (CDS_0105) QueE-like  radical SAM domain (CDS_0106)

MGV-GENOME-0369060: 2,715-15,759 (-)

Dpd__FolE (CDS_0009)10

SAMN05826944_a1_ct4935: 2,736-16,963 (-)

9endonuclease (CDS_0010)DNA polymerase (CDS_0015)

MGV-GENOME-0342234: 2,715-16,129 (-)

9endonuclease (CDS_0010)

MGV-GENOME-0367920: 68,598-82,559 (+)

endonuclease (CDS_0106) 107

IMGVR_UViG_3300045988_157105|3300045988|Ga0495776_141068: 101,004-107,316 (-)

GTP cyclohydrolase (CDS_0131)

uvig_330422: 3-6,297 (+)

GTP cyclohydrolase (CDS_0001)

MGV-GENOME-0367341: 83,844-89,225 (+)

109
110

111

uvig_164362: 190-5,570 (-)

4

IMGVR_UViG_3300045988_112445|3300045988|Ga0495776_004443: 34,505-39,305 (-)

30

MGV-GENOME-0360150: 76,675-81,525 (+)

104 106

IMGVR_UViG_3300045988_116998|3300045988|Ga0495776_092489: 30,481-36,538 (-)

17192126

MGV-GENOME-0365364: 30,973-36,397 (+)

44

uvig_281280: 85,795-93,477 (+)

Cas14u CAS-V-F; (CDS_0110)
111 114

IMGVR_UViG_3300029046_000002|3300029046|Ga0169641_100076: 100,966-105,500 (+)

thymidylate kinase 135

MGV-GENOME-0368871: 2-4,301 (-)

1

IMGVR_UViG_3300007098_000007|3300007098|Ga0102540_100080: 25,897-31,493 (+)

40

MGV-GENOME-0367060: 5,727-11,323 (-)

19

IMGVR_UViG_3300045988_108199|3300045988|Ga0495776_017924: 36,125-41,981 (-)

40

MGV-GENOME-0369671: 20,951-28,025 (-)

4042Cas14u CAS-V-F; (CDS_0045)

IMGVR_UViG_3300045988_117596|3300045988|Ga0495776_004536: 33,546-40,407 (-)

28

uvig_109103: 60,660-66,639 (-)

64

SAMEA2580236_a1_ct24585_vs1: 85,173-91,152 (+)

110

IMGVR_UViG_3300045988_105297|3300045988|Ga0495776_017868: 36,125-41,855 (-)

40

IMGVR_UViG_3300045988_093207|3300045988|Ga0495776_164674: 32,460-39,498 (-)

Cas14u CAS-V-F; (CDS_0038)40

MGV-GENOME-0368097: 78,616-84,587 (+)

109

MGV-GENOME-0366373: 49,023-55,484 (-)

4448

MGV-GENOME-0367587: 16,253-22,038 (-)

27

MGV-GENOME-0347057: 51,380-57,155 (+)

81

uvig_543351: 9,684-14,649 (-)

14

MGV-GENOME-0368096: 75,854-81,601 (+)

111

MGV-GENOME-0369372: 74,513-80,261 (-)

116

IMGVR_UViG_3300029577_000390|3300029577|Ga0244883_100239|8885-112361: 96,109-102,203 (+)

119 120

MGV-GENOME-0344126: 143-5,310 (-)

3

MGV-GENOME-0368195: 20,055-26,426 (-)

3842

MGV-GENOME-0338799: 50,717-57,123 (+)

82 86

uvig_570844: 37,928-44,377 (-)

46

MGV-GENOME-0367666: 17,847-24,222 (-)

38

MGV-GENOME-0346846: 52,900-59,276 (+)

80

MGV-GENOME-0368233: 74,837-81,294 (+)

109
110

111

uvig_23435: 2,058-8,515 (-)

121314

MGV-GENOME-0369573: 33,574-39,790 (-)

313233

uvig_309048: 37,588-44,434 (-)

414243

MGV-GENOME-0367709: 23,584-29,380 (-)

36

uvig_112169: 85,092-90,885 (+)

105

IMGVR_UViG_3300045988_097739|3300045988|Ga0495776_016664: 36,264-42,297 (-)

3738

MGV-GENOME-0369432: 101,364-106,392 (+); 1-545 (+)

135

uvig_207970: 2,251-7,800 (-)

13

MGV-GENOME-0369038: 1-2,670 (-); 101,802-105,210 (-)

1 126128129

IMGVR_UViG_3300045988_105286|3300045988|Ga0495776_017916: 75,775-81,406 (-)

9798100

MGV-GENOME-0367624: 3-4,932 (-)

1

SRS054869_a1_ct9527_vs1: 1-8,931 (-)

5

MGV-GENOME-0368133: 20,511-26,709 (-)

34

MGV-GENOME-0360996: 11,222-31,787 (-)

1213
baseplate wedge subunit (CDS_0014)

1516171820

MGV-GENOME-0362513: 8,919-29,033 (-)

91316

uvig_263193: 9,993-28,889 (-)

131418

MGV-GENOME-0365257: 12,157-20,435 (-)

1213151619

MGV-GENOME-0352506: 55,923-63,066 (+)

88 89 90 91

8000 nt

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


