replication initiation protein (CDS_0086)
transcriptional regulator (CDS_OO7§T
integrase (CDS_0075) | exonuclease (CDS_0085)

67 6971 73 7880 83
66168[70[72] 74. 76 77] | 18182 84 87 88

|MGVR?UVIG?33OOO45988,098297|-33OOO45988\6304957767090820 39885:52389(+)

DNA invertase (CDS_0073)
76 78 81
72 74 75[77]7980

MGV-GENOME-0334390 40237:51686(+)

DNA invertase (CDS_0073)
76 78 80
72 | 747577]79] 81

MGV-GENOME-0333654 39930:51581(+)

transcriptional regulator (CDS_0077)
endolysin (CDS_0079)

integrase (CDS_0073)
81
78| 80

76
63 64 7172 74 75|
-
uvig_205833 38248:52356(+)
DNA invertase (CDS_0075)
73 78 80 83
174 76 7779|8182
MGV-GENOME-0348762 44323:54102(+)
transcriptional regulator (CDS_0086)
endolysm (CDS_0088)
74 DNA invertase (CDS 008 2)
7577
71 72 731176/ 7879 80 81 83 84T 87

SAMNO06164486_al_ct102616_vs1 37725:58349(+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0068)
tﬁnscriptional regglator (CDS_0076)
endolysm (CDS_0078)

67 7273 74 ‘7;( 7980
IMGVR UVIG 2915412174 000011|2915412174(2915412256|1-59791 38320:50291(+)

transcriptional regulator (CDS_0077)
endolysin (CDS_0079)

integrase (CDS_0073)
78| 8081

76
\MGVR,UVIG;2895399260_000002|2895-39?260\2895399271| 142513-203739 38321:51727(+)

65 67 72 74 75

nucleoside triphosphate pyrophosphohydrolase (CDS_0069)
transcriptional regulator (CDS_0075)
endolysm (CDS_0077)

integrase (CDS 0071)
61
T6263 66 68 | 70 72 73T 76| 7879

uvig_156689 36610:50570(+)

transcriptional regulator (CDS_0075)
endolysin (CDS_0077)

DNA invertase (CDS_0071)
74
67879

70 72 73] |7¢

\MGVR?U\/i6733000297907000343|3300(59%0\63024282571000024\ 128979-189525 37259:51044(+)

transcriptional regulator (CDS_0080)
DNA invertase (CDS_0076)

73 79|81 83
717475 77 78] | [82] 84

IMGVR_UViG_3300029848_000326|-3300029848\Ga024528571000320\ 3-62011 40043:52509(+)

DNA invertase (CDS_0074)
7779 81
73 75 76|78]80] 82

MGV-GENOME-0333705 40043:51610(+)

transcriptional regulator (CDS_0093)
endolysin (CDS_0095)

tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0077) integrase (CDS_0089)
79 81 92 97
7374 75 76 78 [s0] 82 83 84 85 86 8788 90 91] |94/ 96

uvig 156462 39477:73405(+)

transcriptional regulator (CDS_0086)
endolysin (CDS_0088)
integrase (CDS_0082)

85 90
67 727374 75 76 77 78 79 8081 83 84| 8185
vig_190630 38032:61460(+) o
transcriptional regulator (CDS_0074)
73[75 78
66 68 69 70 71 72 |[7677
uvig 311734 35825:51425(+) o
transcriptional regglator (CDS_0093)
endolysin (CDS_0095)
integrase (CDS_0089)
QueE-like radical SAM domain (CDS_0076) 92 97
73 74 75 | 77 78 79 8081828384 85 86 8788 90 91| [94| 96

uvig 211349 40079:69946(+)

vancomycin resistance response regulator transcription factor VanR-B (NFO00402.1) (CDS_0084)
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