
uvig_288849: 49,206-54,647 (+)

64 65 66 67 68 69 70 71 72
MTase_II_00015 Type (CDS_0073)

74

MGV-GENOME-0307960: 43,933-49,204 (+)

61 67

IMGVR_UViG_3300029548_000231|3300029548|Ga0245003_100021|197042-246512: 42,593-49,470 (+)

54 55
metal-dependent phosphohydrolase (CDS_0056)

59 60

MGV-GENOME-0270796: 33,259-40,432 (+)

46 47

uvig_390623: 38,077-44,187 (+)

50 57

IMGVR_UViG_3300029830_000356|3300029830|Ga0245137_100414|3-49452: 39,647-49,449 (+)

DNA primase/helicase (CDS_0052)
metal-dependent phosphohydrolase (CDS_0055)

56 59 60

IMGVR_UViG_3300007991_000322|3300007991|Ga0105643_100246|8133-57600: 44,235-49,467 (+)

61 66

IMGVR_UViG_3300008479_000356|3300008479|Ga0114883_1000232|13652-62823: 43,989-49,171 (+)

65

uvig_250121: 57,990-63,222 (+)

80

IMGVR_UViG_3300008640_000314|3300008640|Ga0111422_100041|60554-109712: 43,928-49,158 (+)

63

IMGVR_UViG_3300008676_000017|3300008676|Ga0111520_100468: 43,106-48,281 (+)

62

IMGVR_UViG_3300029676_000195|3300029676|Ga0243825_100227|38460-87075: 43,855-48,615 (+)

63

uvig_57866: 32,279-37,133 (+)

MTase_II_00015 Type (CDS_0047)

IMGVR_UViG_3300029815_000547|3300029815|Ga0244882_1000205|3-47761: 42,836-47,758 (+)

58 63

Ma_2019_SRR413617_NODE_185_length_69841_cov_6.732525: 65,072-69,840 (+)

85

IMGVR_UViG_3300045988_031587|3300045988|Ga0495776_134685: 44,295-49,048 (+)

63 66

IMGVR_UViG_3300029441_000426|3300029441|Ga0243753_1000174|54016-102855: 44,091-48,839 (+)

62

MGV-GENOME-0189927: 20,612-26,240 (+)

40

uvig_320914: 31,029-36,263 (+)

47

IMGVR_UViG_3300045988_025487|3300045988|Ga0495776_116802: 43,541-48,318 (+)

65

ivig_318: 48,767-53,992 (+)

72

IMGVR_UViG_3300029668_000214|3300029668|Ga0245235_100051|202-50066: 44,626-49,864 (+)

67

IMGVR_UViG_3300045988_025663|3300045988|Ga0495776_047368: 45,129-49,905 (+)

63

IMGVR_UViG_3300014963_000779|3300014963|Ga0134523_1000095|43278-91027: 44,027-47,749 (+)

DNA methyltransferase (CDS_0063)

uvig_36114: 31,682-36,308 (+)

MTase_II_00015 Type (CDS_0050) 51

OTU_1160: 43,843-48,091 (+)

63 RM_Type_II__Type_II_MTases_FAM_1 (CDS_0064)

uvig_590145: 28,491-34,187 (+)

39 46

IMGVR_UViG_3300045988_059679|3300045988|Ga0495776_047044: 44,952-49,619 (+)

61 63 65

IMGVR_UViG_3300045988_025564|3300045988|Ga0495776_047068: 43,877-49,635 (+)

60 61

uvig_215356: 60,558-65,777 (+); 1-3,708 (+)

terminase large subunit (CDS_0001) 2 387

uvig_228818: 61,904-68,320 (+)

84 90

uvig_228555: 42,795-49,276 (+)

58

IMGVR_UViG_3300014824_000696|3300014824|Ga0134492_1000361|20881-69695: 42,286-48,814 (+)

58

uvig_508237: 44,633-50,889 (+)

64 65

uvig_448287: 42,486-48,838 (+)

59 60 63

uvig_516736: 58,064-64,349 (+); 1-1,839 (+)

81 82

uvig_75169: 18,263-24,647 (+)

31 32

IMGVR_UViG_3300045988_077289|3300045988|Ga0495776_057906: 44,078-50,596 (+)

62 63

OTU_1087: 43,378-49,807 (+); 1-1,839 (+)

61 62

uvig_32304: 43,436-50,003 (+); 1-1,839 (+)

62 63 64

uvig_76858: 15,921-21,428 (+)

29 33

uvig_211089: 39,559-51,193 (+)

59
transposase (CDS_0060)

V_U4 CAS-V-F; (CDS_0061)

4000 nt

DNA, RNA and nucleotide metabolism head and packaging integration and excision other transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)


