
NC_052448.1: 37,303-41,454 (+)

58 59 60
transcriptional repressor (CDS_0061)

62

recombination directionality factor (CDS_0063)

64 65 66 67 68
HNH endonuclease (CDS_0069)

70 71

Mycobacterium_phage_Smairt: 40,090-44,242 (+)

recombination directionality factor (CDS_0064) 65 66

NC_052464.1: 40,090-44,242 (+)

recombination directionality factor (CDS_0064) 65 69

Mycobacterium_phage_PhrostyMug: 39,477-43,624 (+)

64 65

Mycobacterium_phage_Trouble: 36,885-41,766 (+)

exonuclease (CDS_0058) 64

Mycobacterium_phage_JackSparrow: 37,746-41,513 (+)

65 70 71

Mycobacterium_phage_Bircsak: 40,784-44,079 (+)

62 64 65

Mycobacterium_phage_Zeuska: 38,222-43,139 (+)

64 65 67 71

Mycobacterium_phage_Burton: 40,159-43,149 (+)

recombination directionality factor (CDS_0065)
67

Mycobacterium_phage_PSullivan: 35,990-39,292 (+)

62

Mycobacterium_phage_Lopton: 39,396-42,072 (+)

66

Mycobacterium_phage_ConceptII: 39,900-43,740 (+)

69 73

NC_052426.1: 39,900-43,740 (+)

69

JF957057.1: 39,598-42,884 (+)

69

Mycobacterium_ACME_complete: 39,674-43,130 (+)

65 67

Mycobacterium_phage_Bigfoot: 38,347-41,154 (+)

64

Mycobacterium_phage_Kanely: 38,221-42,331 (+)

67 69 73 74

Mycobacterium_phage_Anglerfish: 39,400-43,070 (+)

68 69

NC_052415.1: 39,400-43,070 (+)

68 69

NC_042329.1: 37,838-41,548 (+)

61 63

NC_031041.1: 37,410-41,501 (+)

exonuclease 64 65 66

NC_052461.1: 38,411-41,778 (+)

64 68

Mycobacterium_phage_Paphu: 36,944-41,269 (+)

recombination directionality factor (CDS_0060) 61 62

Mycobacterium_phage_Magnar: 37,386-41,315 (+)

63 65 70 71

Mycobacterium_phage_Crispicous1: 36,765-39,863 (+)

58

Mycobacterium_phage_Hope4ever: 37,149-41,123 (+)

64

GU247132.1: 39,254-42,799 (+)

74

Mycobacterium_phage_Target: 36,553-39,571 (+)

DNA methyltransferase (CDS_0063)

KP027204.1: 39,912-42,920 (+)

71

NC_028828.1: 39,018-41,617 (+)

64

Mycobacterium_phage_Snazzy: 39,454-42,689 (+)

67

Mycobacterium_phage_Homines: 33,327-36,261 (+)

56

Mycobacterium_phage_Fushigi: 34,709-38,597 (+)

59 61 62

Mycobacterium_phage_Dreamboat: 37,001-40,719 (+)

67 71

Mycobacterium_phage_PherrisBueller: 36,538-40,256 (+)

65

EU744248.1: 37,840-41,729 (+)

63

Mycobacterium_phage_Licorice: 39,499-43,068 (+)

65

Mycobacterium_phage_Arlo: 39,125-42,317 (+)

69

Mycobacterium_phage_Dussy: 38,272-41,626 (+)

DNA methyltransferase (CDS_0068)

Mycobacterium_phage_Violet: 38,139-42,191 (+)

56 57 62

Mycobacterium_phage_Kykar: 38,770-41,787 (+)

66

NC_052457.1: 38,009-41,974 (+)

63

Mycobacterium_phage_BigPaolini: 36,349-39,841 (+)

60 63

NC_052422.1: 36,101-38,904 (+)

59

Mycobacterium_phage_PacerPaul: 39,498-42,734 (+)

61

Mycobacterium_phage_Turj99: 38,270-41,880 (+)

61 DNA repair protein (CDS_0063)

AF271693.1: 36,158-39,566 (+)

61

Mycobacterium_phage_Jorgensen: 39,639-43,703 (+)

70 71 72

Mycobacterium_phage_Sagefire: 37,564-40,830 (+)

62 65 66

Mycobacterium_phage_Adahisdi: 38,083-41,233 (+)

DNA repair protein (CDS_0063)

Mycobacterium_phage_Tripl3t: 40,665-44,162 (+)

69 72 73

Mycobacterium_phage_Ringer: 37,917-42,215 (+)

recombination directionality factor (CDS_0065) 70

NC_028815.1: 37,002-41,269 (+)

recombination directionality factor (CDS_0061) 66

KF493880.1: 38,964-42,244 (+)

65

Mycobacterium_phage_Sunshine924: 37,054-41,595 (+)

65 66

JF937110.1: 37,119-40,835 (+)

63 65 68

Mycobacterium_phage_KSSJEB: 37,119-40,835 (+)

63 65

Mycobacterium_phage_Fenn: 39,152-42,038 (+)

68

NC_052460.1: 39,640-43,313 (+)

69

Mycobacterium_phage_Barriga: 38,889-42,286 (+)

69

NC_022979.1: 37,070-41,137 (+)

64

NC_009877.1: 38,302-41,741 (+)

67

AY500152.1: 38,302-41,741 (+)

67

Mycobacterium_phage_Atkinbua: 39,385-43,610 (+)

70 73

Mycobacterium_phage_Pippin: 37,954-41,751 (+)

63 67

Mycobacterium_phage_STLscum: 39,198-42,522 (+)

72 76 77

EU744252.1: 37,910-41,430 (+)

67 69

Mycobacterium_phage_Lockley: 37,519-41,952 (+)

69 70

Mycobacterium_phage_Sibs6: 35,472-39,161 (+)

63

Mycobacterium_phage_ILeeKay: 37,191-39,784 (+)

site-specific recombination directionality factor RDF (CDS_0062)
63 64 65

Mycobacterium_phage_KyMonks1A: 39,850-42,337 (+)

72

Mycobacterium_phage_Gompelli16: 41,221-43,234 (+)

65

Mycobacterium_phage_Zeeculate: 38,944-42,791 (+)

62 63DNA methyltransferase (CDS_0064)

Mycobacterium_phage_BaconJack: 41,499-43,490 (+)

69 70 71

JN153085.1: 38,205-40,323 (+)

61 62 63

Mycobacterium_phage_BeesKnees: 38,584-40,403 (+)

68 69

NC_052445.1: 39,598-41,258 (+)

68 69

Mycobacterium_phage_Dynamix: 38,489-40,063 (+)

67

Mycobacterium_phage_Manatee: 38,477-40,223 (+)

63

Mycobacterium_phage_Marge: 38,291-39,850 (+)

65

Mycobacterium_phage_Forsytheast: 38,798-42,742 (+)

68 72

Mycobacterium_phage_SwissCheese: 39,169-42,186 (+)

72 73 74

Mycobacterium_phage_Bruns: 38,944-41,789 (+)

72 73 74

Mycobacterium_phage_Euphoria: 39,540-42,117 (+)

68 69 70

Mycobacterium_phage_Seanderson: 40,053-42,756 (+)

68 69 70

Mycobacterium_phage_MaryBeth: 38,079-42,027 (+)

66

JF937099.1: 37,577-41,260 (+)

64 69 70 71

KC701493.1: 38,613-41,655 (+)

69

Mycobacterium_phage_Beatrix: 39,088-41,797 (+)

67 68

Mycobacterium_phage_Dulcie: 41,485-44,118 (+)

73 74 75

NC_028920.1: 38,647-41,654 (+)

63 64

NC_052438.1: 38,608-41,018 (+)

63

Mycobacterium_phage_DrFeelGood: 36,846-40,015 (+)

63

Mycobacterium_phage_Seabiscuit: 37,602-40,786 (+)

endonuclease VII (CDS_0058) 64 65

NC_022070.1: 39,940-43,470 (+)

site-specific recombination directionality factor RDF (CDS_0065) 66

JF937108.1: 38,753-41,538 (+)

64

Mycobacterium_phage_Smeagol: 39,600-47,146 (+)

66 67 70 DNA repair protein (CDS_0071) 77 HNH endonuclease (CDS_0078) 79

NC_052413.1: 40,299-46,434 (+)

68 69 71 72 73 74 75 76

Mycobacterium_phage_NEHalo: 39,462-45,477 (+)

64 65 72

NC_052447.1: 38,359-45,118 (+)

67 73 74

Mycobacterium_phage_Alvin: 38,699-44,294 (+)

65 66 68 69 70 endonuclease (CDS_0072)

Mycobacterium_phage_Buttons: 37,715-43,740 (+)

65 66 69 70 72

Mycobacterium_phage_Petp2012: 40,787-46,501 (+)

67 69

NC_011021.1: 38,276-46,046 (+)

69 72 73 74 75 76 78 79 81 82

3000 nt

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function


