
Mycobacterium_phage_Pippin: 22,378-29,603 (+)

27 28 29 30 31 32
HEase_00016 homing (CDS_0033)

34 35 36 37 38
site-specific recombination directionality factor RDF

Mycobacterium_phage_Sagefire: 22,474-29,994 (+)

33 HEase_00016 homing (CDS_0035)

NC_052460.1: 22,885-30,898 (+)

restriction enzyme I (CDS_0030) 31 36 HEase_00016 homing (CDS_0037)

Mycobacterium_phage_Ringer: 22,665-30,043 (+)

29 31 HEase_00016 homing (CDS_0035)

NC_042329.1: 22,402-29,351 (+)

32 36

NC_052461.1: 22,562-29,088 (+)

33

Mycobacterium_phage_Tripl3t: 22,534-28,725 (+)

32

Mycobacterium_phage_Marge: 24,342-29,542 (+)

HEase_00016 homing (CDS_0033)

Mycobacterium_phage_Rajelicia: 24,258-30,027 (+)

32 34 HEase_00016 homing (CDS_0035)

JF957057.1: 24,216-29,547 (+)

29 34 site-specific recombination directionality factor RDF (CDS_0039)

Mycobacterium_phage_Violet: 25,015-30,147 (+)

33

NC_052450.1: 24,199-29,780 (+)

HEase_00016 homing (CDS_0034) 36

Mycobacterium_phage_StrongArm: 25,451-31,055 (+)

HEase_00016 homing (CDS_0034)

NC_031041.1: 24,290-30,512 (+)

DNA methyltransferase (CDS_0034)

NC_052438.1: 25,251-30,486 (+)

36

Mycobacterium_phage_BeesKnees: 24,302-30,058 (+)

32 35 38 41

Mycobacterium_phage_KSSJEB: 24,011-29,859 (+)

34

Mycobacterium_phage_Trouble: 24,686-30,935 (+)

HEase_00016 homing (CDS_0035)

Mycobacterium_phage_Squee: 24,683-29,906 (+)

34

JF937108.1: 24,489-29,870 (+)

35

Mycobacterium_phage_Ohno789: 24,647-31,281 (+)

Mom-like DNA modification protein (CDS_0031) 36

Mycobacterium_phage_Jerm2: 24,962-29,734 (+)

35

NC_028928.1: 24,954-30,375 (+)

36

Mycobacterium_phage_Hope4ever: 24,991-30,522 (+)

37

Mycobacterium_phage_Sunshine924: 24,869-29,931 (+)

36

Mycobacterium_phage_McGuire: 24,263-29,728 (+)

35

Mycobacterium_phage_PinkPlastic: 24,281-29,917 (+)

35

Mycobacterium_phage_Ichabod: 24,183-30,067 (+)

34 36

Mycobacterium_phage_Snazzy: 24,828-29,947 (+)

35

NC_052419.1: 25,321-30,356 (+)

34

Mycobacterium_phage_Petp2012: 25,288-30,031 (+)

34

Mycobacterium_phage_Kanely: 24,139-29,736 (+)

34

Mycobacterium_phage_Corvo: 24,797-30,048 (+)

35

NC_028815.1: 25,190-30,235 (+)

36

Mycobacterium_phage_Sibs6: 23,606-28,522 (+)

34

KF493880.1: 24,475-29,800 (+)

34

Mycobacterium_phage_Dreamboat: 24,385-29,542 (+)

30 36

Mycobacterium_phage_MaryBeth: 24,050-29,292 (+)

34

Mycobacterium_phage_GageAP: 23,926-29,074 (+)

HNH endonuclease (CDS_0034)

Mycobacterium_phage_BaconJack: 24,495-30,337 (+)

35

NC_052445.1: 23,974-29,375 (+)

33

Mycobacterium_phage_Fenn: 25,334-31,422 (+)

HEase_00016 homing (CDS_0034)

Mycobacterium_phage_Fajezeel: 23,977-29,561 (+)

HEase_00016 homing (CDS_0034)

Mycobacterium_phage_Dulcie: 24,026-30,110 (+)

33 35

NC_028784.1: 24,038-29,878 (+)

34

Mycobacterium_phage_Jorgensen: 24,106-30,033 (+)

34

Mycobacterium_phage_Rubeus: 22,265-27,778 (+)

33

Mycobacterium_phage_Gandalf20: 24,059-29,926 (+)

34

Mycobacterium_phage_Kykar: 24,008-29,984 (+)

29 HEase_00016 homing (CDS_0034)

NC_052453.1: 24,610-29,869 (+)

HEase_00016 homing (CDS_0034)

Mycobacterium_phage_Seanderson: 24,188-30,054 (+)

HEase_00016 homing (CDS_0035)

Mycobacterium_phage_Fushigi: 21,822-27,427 (+)

HEase_00016 homing (CDS_0031)

KC701493.1: 25,003-31,005 (+)

31 HEase_00016 homing (CDS_0036)

GU247132.1: 24,940-30,577 (+)

37 40 41

Mycobacterium_phage_STLscum: 24,833-30,703 (+)

34

Mycobacterium_phage_Ajay: 24,117-29,899 (+)

HEase_00016 homing (CDS_0034)

Mycobacterium_phage_Magnar: 22,491-30,678 (+)

DNA methyltransferase (CDS_0033) 35

NC_052464.1: 22,165-29,719 (+)

29 31 HEase_00016 homing (CDS_0033)

Mycobacterium_phage_Licorice: 22,328-30,352 (+)

26 HEase_00016 homing (CDS_0034)

NC_022979.1: 21,892-30,688 (+)

DNA methyltransferase (CDS_0034)

EU744248.1: 22,096-30,098 (+)

34

Mycobacterium_phage_ILeeKay: 22,303-30,290 (+)

HEase_00016 homing (CDS_0035)

Mycobacterium_phage_BigPaolini: 20,831-27,719 (+)

24 25 HEase_00016 homing (CDS_0032)

Mycobacterium_phage_Smeagol: 22,432-30,227 (+)

31 32 34

3000 nt

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


