
MGV-GENOME-0288949: 38,952-44,042 (+)

35 36 37
endolysin (CDS_0038)

protease (CDS_0039)
HNH endonuclease (CDS_0040)

41 42

IMGVR_UViG_3300045988_015834|3300045988|Ga0495776_030297: 79,137-84,102 (+)

108

MGV-GENOME-0353175: 76,649-81,660 (+)

104

uvig_1219: 82,153-87,120 (+); 1-2,990 (+)

terminase large subunit (CDS_0001)
portal protein (CDS_0002)

head maturation protease
113

MGV-GENOME-0355023: 79,002-84,315 (+); 1-4,504 (+)

3105

uvig_530819: 79,231-84,242 (+); 1-4,504 (+)

107

uvig_299167: 45,780-53,431 (+)

61 62 63 64 69

MGV-GENOME-0356924: 78,469-86,122 (+); 1-2,990 (+)

110

MGV-GENOME-0311135: 45,078-50,310 (+)

protease (CDS_0050) HNH endonuclease (CDS_0051)

uvig_163969: 25,405-29,333 (+)

50

MGV-GENOME-0329773: 54,703-58,932 (+)

75

uvig_543181: 81,798-86,697 (+)

107 108

MGV-GENOME-0337270: 58,788-63,448 (+)

75

MGV-GENOME-0311363: 45,183-50,402 (+)

HNH endonuclease (CDS_0050)
52

uvig_568330: 78,987-83,821 (+)

108

MGV-GENOME-0347670: 69,374-74,157 (+)

91

uvig_195820: 59-4,268 (-)

2

MGV-GENOME-0342408: 63,725-67,936 (+)

75

MGV-GENOME-0300507: 42,991-46,761 (+)

43

MGV-GENOME-0332888: 56,695-60,628 (+)

74

OTU_300: 80,931-84,978 (+)

108

MGV-GENOME-0356643: 81,200-85,854 (+)

DISARM_2__drmMII (CDS_0107)
108

MGV-GENOME-0356464: 80,986-85,711 (+)

DISARM_2__drmMII (CDS_0107)
108

IMGVR_UViG_3300045988_039371|3300045988|Ga0495776_039922: 80,884-85,958 (+)

HNH endonuclease (CDS_0109)
DISARM_2__drmMII (CDS_0110)

IMGVR_UViG_3300045988_049483|3300045988|Ga0495776_059175: 81,543-86,194 (+)

DISARM_2__drmMII (CDS_0107)
108

MGV-GENOME-0292237: 40,097-44,783 (+)

DISARM_2__drmMII (CDS_0043)
44

MGV-GENOME-0356752: 80,884-85,958 (+)

109 MTase_II_00164 Type (CDS_0110)

MGV-GENOME-0356913: 81,630-86,110 (+)

MTase_II_00164 Type (CDS_0108)

MGV-GENOME-0316470: 48,113-52,532 (+)

endolysin (CDS_0072)
endolysin (CDS_0073)

MGV-GENOME-0357047: 81,501-86,235 (+); 1-4,993 (+)

4108 112

MGV-GENOME-0356229: 80,349-85,490 (+); 1-4,999 (+)

104 109

MGV-GENOME-0356976: 81,136-86,163 (+); 1-4,900 (+)

115

uvig_332243: 80,821-85,590 (+); 1-4,996 (+)

113

uvig_4961: 58,591-67,801 (-)

73

uvig_39688: 80,851-85,063 (+); 1-4,993 (+)

105

MGV-GENOME-0355655: 80,719-84,931 (+); 1-5,051 (+)

4111

uvig_71331: 81,114-85,382 (+); 1-4,996 (+)

107 112

uvig_490110_: 82,571-86,838 (+); 1-4,996 (+)

112 114

IMGVR_UViG_3300045988_014385|3300045988|Ga0495776_019149: 81,363-86,254 (+); 1-4,996 (+)

107 108

IMGVR_UViG_3300023498_000004|3300023498|Ga0257046_100155: 79,356-84,018 (+); 1-4,996 (+)

105

MGV-GENOME-0358268: 83,110-87,777 (+); 1-4,998 (+)

112 117

IMGVR_UViG_3300045988_013191|3300045988|Ga0495776_006211: 81,246-85,908 (+); 1-4,996 (+)

110

uvig_118769: 80,566-84,798 (+); 1-4,993 (+)

105

MGV-GENOME-0356812: 81,744-86,007 (+); 1-4,998 (+)

107 111

MGV-GENOME-0357060: 81,517-86,249 (+); 1-4,993 (+)

107

MGV-GENOME-0356153: 80,725-85,425 (+); 1-4,999 (+)

111

IMGVR_UViG_3300045988_028276|3300045988|Ga0495776_006099: 80,434-85,664 (+); 1-4,999 (+)

105 106 108

MGV-GENOME-0358009: 83,125-87,339 (+); 1-7,157 (+)

1 5109

IMGVR_UViG_3300045988_031504|3300045988|Ga0495776_006452: 80,458-84,676 (+); 1-6,250 (+)

1106

uvig_261013: 81,152-85,424 (+); 1-6,131 (+)

110111
112

IMGVR_UViG_3300045988_086138|3300045988|Ga0495776_006192: 81,754-85,844 (+); 1-4,999 (+)

110 111

uvig_243375: 80,552-85,305 (+); 1-4,996 (+)

109 110 111

uvig_243587: 81,855-86,379 (+); 1-4,993 (+)

113 114

uvig_488784: 81,492-86,438 (+); 1-4,993 (+)

DISARM_2__drmMII (CDS_0105)
106

MGV-GENOME-0356597: 81,166-85,823 (+); 1-4,993 (+)

DISARM_2__drmMII (CDS_0105)
106

MGV-GENOME-0356200: 81,053-85,469 (+); 1-4,993 (+)

MTase_II_00164 Type (CDS_0109)

IMGVR_UViG_3300045988_014378|3300045988|Ga0495776_006159: 79,068-85,769 (+); 1-4,504 (+)

102 protease (CDS_0108) 109

MGV-GENOME-0355085: 76,509-84,385 (+); 1-4,504 (+)

104 105

MGV-GENOME-0349537: 71,499-76,629 (+)

102 105

uvig_387721: 77,591-85,241 (+); 1-1,503 (+)

100 101 106

IMGVR_UViG_3300045988_027832|3300045988|Ga0495776_006565: 77,986-85,008 (+); 1-1,503 (+)

104

IMGVR_UViG_3300045988_052372|3300045988|Ga0495776_006162: 78,095-85,775 (+); 1-1,503 (+)

109 110

MGV-GENOME-0356934: 79,087-86,127 (+); 1-1,503 (+)

103 104 108

IMGVR_UViG_3300045988_039473|3300045988|Ga0495776_019267: 79,566-86,593 (+); 1-1,503 (+)

103 108

IMGVR_UViG_3300045988_026901|3300045988|Ga0495776_006531: 78,098-84,911 (+); 1-1,503 (+)

102 106

uvig_170428: 82,352-86,374 (+); 1-1,503 (+)

109

MGV-GENOME-0354980: 79,761-84,262 (+); 1-1,503 (+)

104

MGV-GENOME-0358208: 79,198-87,684 (+); 1-1,503 (+)

105
106

107 108 109 112

IMGVR_UViG_3300045988_106297|3300045988|Ga0495776_006075: 78,062-85,586 (+); 1-1,503 (+)

106 109

uvig_506656: 79,528-86,312 (+); 1-1,503 (+)

108 111

IMGVR_UViG_3300045988_027837|3300045988|Ga0495776_019205: 78,252-86,413 (+); 1-1,503 (+)

103 106 108

MGV-GENOME-0357620: 78,982-86,858 (+); 1-1,503 (+)

104 109

MGV-GENOME-0355859: 77,871-83,283 (+)

105

MGV-GENOME-4431279: 70,160-75,284 (+)

99

IMGVR_UViG_3300045988_077642|3300045988|Ga0495776_059292: 81,807-86,537 (+)

112

MGV-GENOME-0350933: 73,838-78,563 (+)

97

uvig_216207: 29,882-34,143 (+)

50

MGV-GENOME-0341281: 51,737-66,772 (+)

52 53 54 55 56 57 58 59 60 61 62 63 64 65 66 67 68

SRS042966_a1_ct16757_vs01: 35,036-46,369 (+)

30 31 32 33 34 35 36 38

MGV-GENOME-0344930: 51,197-70,750 (+)

54 55 56 57 58 59 60 61 62 63 64
65

66 67
68

69 70 71 72 73 74

MGV-GENOME-0345872: 51,568-71,767 (+)

exonuclease (CDS_0058) 59 60 61 62 63 64 65
66

6768 69 70 71 72 73

uvig_390130: 50,891-67,943 (+)

52 exonuclease (CDS_0058) 59 60 61 62 63 64
65

66 67 68 69

MGV-GENOME-0342414: 50,891-66,371 (+)

58 59 60 61 62 63 64
65

66

MGV-GENOME-0339090: 50,756-64,828 (+)

58 59 60 61 62 63 64
65

6667

MGV-GENOME-0341320: 50,076-65,311 (+)

52 55 57 58 59 60 61 62 63

uvig_543459: 50,836-73,538 (+)

exonuclease (CDS_0057) 58
RusA-like Holliday junction resolvase (CDS_0059)

60 61 62 63
64

65 66 67 68 69 70 71 72
73

74 75 76 77 78 79

MGV-GENOME-0342886: 51,786-68,475 (+)

58 59 60 61
62

63 64 65 66 67 68

uvig_338339: 51,166-65,940 (+)

56 57 DarB-like antirestriction (CDS_0061) 62 63 64 65 71

MGV-GENOME-0336610: 51,568-62,930 (+)

exonuclease (CDS_0058)

MGV-GENOME-0338582: 51,641-64,455 (+)

57 61 62 63 64 65

MGV-GENOME-0339333: 52,202-65,014 (+)

60 61 62 63 64 70

MGV-GENOME-0340943: 52,408-66,404 (+)

60 61 62 63 64 65 66 67 73

9000 nt

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


