
MGV-GENOME-0353266: 5,830-12,579 (+)

11 12 13 14 15 16 17 18 19 20 21 22 23
tRNA-His guanylyltransferase (CDS_0024)

25

MGV-GENOME-0347113: 5,185-11,944 (+)

9 10 11 12 13 14 16

uvig_597742: 48,102-53,903 (+)

56 58 59 60 61 62 63 64

uvig_483317: 2,661-8,514 (+)

10 11 12 13 14 15

uvig_312241: 84,427-90,111 (-)

125126127
128

129

MGV-GENOME-0347629: 61,542-68,414 (-)

oMTase_00015 orphan (CDS_0100)

uvig_81135: 5,688-12,560 (+)

oMTase_00015 orphan (CDS_0019)

uvig_248211: 28,895-37,494 (+)

25 26 27 28 29 30 33 34 35 36 37 38 39 43

IMGVR_UViG_3300045988_116683|3300045988|Ga0495776_176342: 45,964-53,694 (+)

50 51 52 53 54 55 58 59 60 61 62 63 64

MGV-GENOME-0375822: 36,600-44,768 (+)

38 43 44 45 46 47 48

MGV-GENOME-0374166: 44,923-53,694 (+)

integrase (CDS_0048) 50 56 57 58 59 60 61 62

MGV-GENOME-0350506: 65,941-74,595 (-)

100101102
103

104105106109
drt-cluster579 DRT (CDS_0112)

113

uvig_331736: 3,483-12,137 (+)

12 13 14 15 16 17 18

uvig_255805: 44,365-53,114 (+)

48 52 55 56 57 58 59 60 61

SRS019445_a1_ct7214: 44,326-54,050 (+)

54 55 56 57 58 59 60 oMTase_00015 orphan (CDS_0062)

uvig_232227: 44,402-54,317 (+)

55 56 57 58 59 60 61

uvig_252087: 43,198-51,975 (+)

52 53 54 55 56 57

uvig_442441_: 66,570-77,049 (+)

80 81 82 83 84 85 86

uvig_233847: 56,907-66,397 (+)

71 72 73 74 75 76 79 82

IMGVR_UViG_3300045988_125694|3300045988|Ga0495776_176354: 56,043-65,533 (+)

70 71 72 73 74 75 78

MGV-GENOME-0375209: 34,568-44,655 (+)

39 40 41 42 43 44

uvig_550087: 67,105-77,897 (+)

76 79 80 81 82

MGV-GENOME-0357225: 5,183-11,578 (+)

14 oMTase_00015 orphan (CDS_0017) 22

MGV-GENOME-0348923: 54,948-61,850 (-)

7778oMTase_00015 orphan (CDS_0080)

uvig_148169: 5,365-12,250 (+)

12 17

IMGVR_UViG_3300029214_000210|3300029214|Ga0168682_100063|21933-189212: 78,736-85,182 (+)

92

uvig_403991: 53,068-59,513 (-)

7581

MGV-GENOME-0374790: 41,276-47,722 (+)

49

uvig_51063: 63,552-69,998 (-)

oMTase_00015 orphan (CDS_0095)

IMGVR_UViG_3300008520_000330|3300008520|Ga0111044_100115|1-128327: 38,512-44,959 (+)

oMTase_00015 orphan (CDS_0046)

IMGVR_UViG_3300029584_000004|3300029584|Ga0245112_100130: 50,680-57,588 (+)

oMTase_00015 orphan (CDS_0066)

IMGVR_UViG_3300007222_000013|3300007222|Ga0104061_100121: 38,670-45,570 (+)

45

MGV-GENOME-0348827: 4,939-11,602 (+)

oMTase_00015 orphan (CDS_0016)

MGV-GENOME-0374016: 43,403-49,542 (+)

48 49 50 51 52 53

uvig_38180: 25,307-31,526 (+)

oMTase_00015 orphan (CDS_0044)

uvig_59555: 57,964-65,085 (-)

858691

uvig_379724: 83,247-93,428 (+)

99 100 101 102 103 tRNA-His guanylyltransferase (CDS_0109)

MGV-GENOME-0373906: 43,125-52,834 (+)

51 52 53 54 55 56

IMGVR_UViG_3300045988_131485|3300045988|Ga0495776_019803: 44,430-54,058 (+)

54 55 56 57 58 59

Shkoporov_2019_SRR9161507_NODE_59_length_137237_cov_23.903471: 44,334-53,526 (+)

55 56 57 58 59 60

IMGVR_UViG_3300045988_125459|3300045988|Ga0495776_168702: 44,369-54,746 (+)

54 55 56 57 58 59

uvig_85336: 63,742-70,605 (+)

76 77 78 79 80 81

MGV-GENOME-0374500: 49,521-56,384 (+)

59 60 61 62 63

uvig_405074: 63,451-67,992 (-)

99

uvig_331514: 62,223-69,086 (-)

9798

MGV-GENOME-0344730: 3,412-10,274 (+)

13 14

MGV-GENOME-0374688: 46,068-54,132 (+)

57 58

MGV-GENOME-0347058: 66,542-72,972 (-)

9899100103
104

105106107

MGV-GENOME-0374039: 43,098-51,928 (+)

49 55 56 57

IMGVR_UViG_3300029246_000330|3300029246|Ga0168681_100077|20131-148377: 37,244-44,993 (+)

42 43 44 45 46 47

IMGVR_UViG_3300029237_000375|3300029237|Ga0167477_100020|31134-158607: 37,232-46,012 (+)

41 42 43 44 45 46

uvig_311879: 46,475-55,667 (+)

53 57 58 59 60 61 62

MGV-GENOME-0351541: 3,428-11,416 (+)

12 13 14 15

MGV-GENOME-0372316: 39,714-46,991 (+)

45 46 47 48

MGV-GENOME-0350458: 67,034-74,244 (-)

107108109110

IMGVR_UViG_3300045988_134345|3300045988|Ga0495776_150957: 36,573-43,783 (+)

42 43 44 45

IMGVR_UViG_3300045988_127844|3300045988|Ga0495776_166940: 46,934-54,896 (+)

58 59 60 61

uvig_570990: 104,854-113,509 (+)

120 121 122 123

uvig_129975: 10,420-18,294 (+)

12 20 21 22 23

MGV-GENOME-0365229: 9,615-14,762 (+)

15 16 17 18

MGV-GENOME-0344570: 3,308-11,004 (+)

12 17

IMGVR_UViG_3300045988_139715|3300045988|Ga0495776_180918: 53,233-62,393 (+)

62 63 64

IMGVR_UViG_3300045988_136736|3300045988|Ga0495776_168703: 34,733-43,659 (+)

40 41 42

MGV-GENOME-0374798: 35,349-43,742 (+)

36 41 42

MGV-GENOME-0374285: 44,246-52,801 (+)

55 56

MGV-GENOME-0374552: 43,732-52,404 (+)

50 56 57

MGV-GENOME-0359672: 3,308-10,989 (+)

12 13

IMGVR_UViG_3300029481_000002|3300029481|Ga0244053_100052: 45,198-53,638 (+)

56 57

IMGVR_UViG_3300045988_118778|3300045988|Ga0495776_168645: 44,363-52,803 (+)

55 56

uvig_325613: 49,323-58,103 (+)

60 61

IMGVR_UViG_3300045988_120128|3300045988|Ga0495776_176282: 44,441-54,086 (+)

56 57 61

MGV-GENOME-4431094: 61,353-69,683 (-)

939495

IMGVR_UViG_3300045988_124474|3300045988|Ga0495776_163709: 46,145-54,455 (+)

57 58

MGV-GENOME-0358053: 7,808-14,191 (+)

oMTase_00015 orphan (CDS_0019)

uvig_188439: 48,922-54,562 (+)

58 59 60

IMGVR_UViG_3300045988_146011|3300045988|Ga0495776_034474: 39,682-44,881 (+)

43 44 45

uvig_87761: 55,746-62,120 (-)

oMTase_00015 orphan (CDS_0090)

uvig_558221: 83,511-89,463 (+)

100 101

MGV-GENOME-0373878: 48,806-54,748 (+)

59 60 61

MGV-GENOME-0374773: 47,931-53,293 (+)

58 59 60

MGV-GENOME-0358055: 79,276-85,658 (-)

118

uvig_195176: 57,909-64,291 (+)

67

MGV-GENOME-0343629: 57,284-63,665 (-)

84

MGV-GENOME-0368043: 13,069-19,082 (+)

18 21

MGV-GENOME-0347142: 5,732-10,932 (+)

13 14 15

uvig_282517: 48,966-54,602 (+)

58 59 60

MGV-GENOME-0345373: 57,985-64,817 (-)

8893

MGV-GENOME-0354401: 3-4,413 (+)

1 2

uvig_380763: 46,735-53,865 (+)

58 59 60 61 62 63

uvig_187957: 39,799-46,930 (+)

43 44 45 46 47

MGV-GENOME-0352306: 66,283-73,415 (-)

106107108109110111

MGV-GENOME-0373114: 39,601-46,733 (+)

43 44 45 46 47 48

MGV-GENOME-0354373: 62,650-69,031 (-)

929394959697

MGV-GENOME-0354140: 5,834-12,218 (+)

13 14 15 16 17 18

uvig_391431: 80,805-87,186 (+)

93 94 95 96 97

IMGVR_UViG_3300029715_000003|3300029715|Ga0245215_1000116: 48,627-55,752 (+)

58 59 60 61 62 66

uvig_106885: 6,259-14,282 (+)

14 15 16 17 18 19 24

uvig_210735: 49,690-57,278 (+)

59 60 61 62 63 64

uvig_183134: 66,091-75,453 (+)

73 74 75 76 77 78

MGV-GENOME-0353273: 3,707-10,672 (+)

15

uvig_280557: 10,116-18,040 (+)

16 17 22 23

4000 nt

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover unknown function defence (PADLOC)


