endolysm (CDS_0039)

holin (CDS 0038) Retron_VI__HTH (CDS_0050)
integrase (CDS_0043) Dnd__DndA (CDS_0046) MazEF__MazF (CDS_0054) 61
2930 31 32 33 353637 | | 404142 44 45 47 48 49 | 51 52 53 [55 56 57 58 59 60 ] 62

uvig 130535 40179:70501(+)

peptidase (CDS_0039)  Retron_VI__HTH (CDS_0046)
integrase (CDS_0043) MazEF__MazF (CDS_0050)
34 35 36 3738 | 404142 44 45 | 47 48 49 51 52

MGV-GENOME-0362466 40179:66124(+)

peptidase (CDS_0043)
holin (CDS_0C 0042)
48 50
tail fiber protein (CDS_0037) 38 39 40 41 44T 46 4714915152 55

MGV-GENOME-0360212 40895:60077(+)

peptidase (CDS_0040)
holin (CDS_D039)

42
35 36 37 38

43 48
4174445 46 47]4950 51 57
38 43
37 13940 41 42| 44 HNH endonuclease (CDS_0045)

uvig_280313 42174:62740(+)

uvig_166122 41857:58070(+)

radical SAM domain-containing protein (CDS_0048) HNH endonuclease (CDS_0060)

endolysin (CDS_0040) AdsA (VF0422) (CDS_0051) 54
holin (CDS_0039) 49 5557 59 63
35 363738 | 4142 43 44 45 46 47 [ 50 52 53|56[58] | 61 62 [64 65

uvig 192794 41605:73485(+)

HNH endonuclease (CDS_0050)
peptidase (CDS_0040)
holin (CDS_0039) 44
42 4547 49 53
35 36;73J ‘@Tﬁ\@@ 51 52 |54 55

MGV-GENOME-0360536 41605:62448(+)

40 48
ThiF family (CDS_0035) 38 4143 47
34 36 37 | 39|]24445 46 14950 51

!%
|
|

uvig 243217 40179:62656(+)

37 45
28 ThiF family (CDS_0032) 35 3840 M
27 ] 33 34 [36|[9[4142 43 [4647 48
DEME-GCI T HAKKE—CHEE—C—&—&d

uvig 146535 39714:57430(+)

endolysin (CDS_0042)

holin (CDS_0041) Tthfamlly (CDS_0050) 55 63
integrase (CDS_0046) Dnd__DndA (CDS' 0049) 53 5658 62 66 74
37 383940 | | 434445 47 48 | 51 52 ]54]/57[5960 61 (6465 67 737
1 — L8 |

uvig_131384 41565:74319(+)
10000 nt——m
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