holin (CDS_0025)
enaolysin (CDS_0026)
19 20 21 22 2324 | 27 28 terminase small subunit (CDS_0029)
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OTU_5064:15,864-22,903 (+)

endolysin (CDS_0026)

holin (CDS_0025) 27

ﬂ

MGV-GENOME-0159856:15,906-21,795 (+)
endolysin (CDS_0023)
holin (CDS_0022) 24

|

MGV-GENOME-4346575:11,951-18,032 (+)
holin (CDS_0006)
endolysin (CDS_0005) 4 3 2 PDC-547_WP_148603747.1 (CDS_0001)

MGV-GENOME-0147841:31-8,623 (-)

holin (CDS_0025)
26 27

|

MGV-GENOME-0163554: 15,856-22,293 (+)
holin (CDS_0001)

U

— —
MGV-GENOME-4355988:3-4,711 (-)

amidase (CDS_0031)
holin (CDS_0030) 32 33

[ N —— ——
OTU_4495:18,803-26,031 (+)

holin (CDS_0025)
amidase (CDS_0026) 27

MGV-GENOME-0162634: 15,345-22,059 (+)
holin (CDS_0029)
amidase (CDS_0030) 31 32 33 34 35 36

uvig 173218:17,722-27,294 (+)
holin (CDS_0025)262728 29 30
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endolysin (CDS_0025)

DNA helicase (CDS_0027)
21 holin (CDS_0024) 26 28 29

ivig_723:15,632-24,738 (+)
amidase (CDS_0027)
holin (CDS_0026) | 28 29
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MGV-GENOME-0172357:16,673-23,527 (+)

endolysin (CDS_0028) DNA primase (CDS_0032)
holin (CDS_0027) 29 30 31 33 34 35  PrrC_Ecoprrl (CDS_0036)
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uvig_6926:17,602-31,056 (+)
endolysin (CDS_0028)
DNA primase (CDS_0030)
holin (CDS_0027) 29 31 32 33  PrrC_Ecoprrl (CDS_0034)
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MGV-GENOME-0217167: 17,602-29,009 (+)
endolysin (CDS_0025)
holin (CDS_0024) 26 27
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MGV-GENOME-0172907: 15,936-23,608 (+)
plasmid antitoxin with HTH domain (CDS_0029)
endolysin (CDS_0027)
holin (CDS_0026) 28 DNAprimase (CDS_0030) 31 32 33 34
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MGV-GENOME-0195102: 16,728-27,104 (+)
endolysin (CDS_0027)
holin (CDS_0026) 28 plasmid antitoxin with HTH domain (CDS_0029)

MGV-GENOME-0174112:16,728-23,784 (+)
endolysin (CDS_0026) DNA helicase (CDS_0029)
holin (CDS_0025) 27 28 DNA primase (CDS_0030) 31 32 33 34
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uvig 423764:15,991-29,116 (+)
transcriptional regulator (CDS_0027)

endonucleagﬁ((:DS_OMS)
tail protein DNA helicase (CDS_0026)
|18 24 | | 28
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MGV-GENOME-4382488:15,721-23,599 (+)
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MGV-GENOME-0172176:15,595-23,503 (+)
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MGV-GENOME-0179006: 16,504-24,517 (+)
25 26 27 28 29 30 31 32 33 34 35
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MGV-GENOME-0222022: 15,989-27,933 (+)
Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0031)
exonuclease (CDS_0030)
endolysin (CDS_0026) DNA polymerase (CDS_0032)
holin (CDS_0025) 2728 29 DNA helicase (CDS_0033) 34
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Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0031)

w
[l
w
o
w
~N
wW
oo

endolysin (CDS_0026) exonuclease (CDS_0030) transcriptional regulator (CDS_0036)
28 ‘ DNA polymerase (CDS_0032) endonuclease (CDS_0034)

holin (CDS_0025) 27T 29
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Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0029)
exonuclease (CDS_0028)

endolysin (CDS_0026) DNA polymerase (CDS_0030)
holin (CDS_0025) 27 DNA helicase (CDS_0031) 32
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endolysin (CDS_0026)
holin (CDS_0025) DNA helicase (CDS_0027) 28 29 30 31
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MGV-GENOME-0197483: 15,920-27,527 (+)
PD-Lambda-2_B_WP_186338929.1 (CDS_0028)
endolysin (CDS_0026) transcriptional regulator (CDS_0036)
holin (CDS_0025) 27 29 30 313233 34 35 37
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! 803 (+)

endolysin (CDS_0026)
holin (CDS_0025) 27 28
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,340 (+)

NshR_TsnR-NCBIFAM NshR/TsnR family 23S rRNA methyltransferase (NFO00477.1) (CDS_0029)
amidase (CDS_0026)
holin (CDS_0025) 27 28 PsyrTA__PsyrA (CDS_0030) 31 32 33 34
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uvig_542395:16,398-29,688 (+)

23 26 27 28 29 30 31 32 33 34

MGV-GENOME-0186259: 16,666-25,640 (+)
holin (CDS_0025)
tail fiber protein (CDS_0022) 26 27 28 29 30

uvig_55667:16,307-25,324 (+)
holin (CDS_0026)
24 25 27

MGV-GENOME-0173810: 16,108-23,739 (+)

24 25
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MGV-GENOME-0156787:15,657-21,388 (+)
tail protein (CDS_0010) tail fiber protein (CDS_0005)
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tail fiber protein (CDS_0019)

MGV-GENOME-0155424:10,322-17,352 (+)
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0028)

holin (CDS_0026)
endolysin (CDS_0027)
25 | 29 30 3132 333435 36 373839
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OTU_4075:15,859-29,241 (+)
holin (CDS_0027)
endolysin (CDS_0028)
23 24 2526 | 29 30 31
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MGV-GENOME-0184982: 14,480-25,434 (+)

RusA-like Holliday junction resolvase (CDS_0027)
23 24 2526 28 29 30

MGV-GENOME-0172505: 14,481-23,548 (+)
6000 nt 1

DNA helicase (CDS_0033)  DNA helicase (CDS_0035)
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DNA, RNA and nucleotide metabolism head and packaging lysis moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function defence (DefenseFinder)
— L]

defence (PADLOC) AMR (AMRFinderPlus)




