Arc-like repressor (CDS_0011)
endolysin (CDS_0002) tail protein (CDS_0013)
345 6 7 8 9 10 12 14 baseplate wedge subunit
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MGV-GENOME-0187864:236-10,722 (+)
endolysin (CDS_0030)
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MGV-GENOME-0180876: 14,062-24,546 (-)

endolysin (CDS_0033)
36 35 34 32313029 28 27
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OTU_4178:16,687-28,550 (-)
endolysin (CDS_0032)
35 34 33 313029 28 27 26
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MGV-GENOME-0203954: 16,731-28,674 (-)
endolysin (CDS_0032)

35 34 33 313029 28 27
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MGV-GENOME-0202874: 16,699-28,482 (-)
endolysin (CDS_0032)
34 33 313029 28 27
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MGV-GENOME-0194549: 16,699-27,012 (-)
endolysin (CDS_0032)
35 34 33 313029 28 27 26 tail protein (CDS_0022)  baseplate wedge subunit (CDS_0020)
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OTU_4162:16,298-28,635 (-)

endolysin (CDS_0033)
323130 29 28 27 transposase (CDS_0026)
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MGV-GENOME-0196192: 16,699-27,164 (-)
endolysin (CDS_0032)
33 313029 28 27 26

MGV-GENOME-0189100: 16,615-26,101 (-)
endolysin (CDS_0033)
35

T34

323130 29 28 27

MGV GENOME-0188757: 16,344-26,045 (-)
endolysin (CDS_0034)

37 36 35 33323130 29 28 27 26
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MGV-GENOME-0203790: 16,692-28,642 (-)

transcriptional regulator (CDS_0035)
endolysin (CDS_0032)

6 34 33 313029 28 27 26
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MGV-GENOME-0204914: 16,507-28,806 (-)

endolysin (CDS_0032)
40 39 38373635 34 33 313029 28 27 26
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MGV-GENOME-0208921: 16,698-29,553 (-)

DNA methyltransferase (CDS_0033)
endolysin (CDS_0032)
40 39 38373635 34 | 313029 28 27 26

MGV-GENOME-0205592: 16,699-28,981 (-)
DNA polymerase (CDS_0034)
DNA methyltransferase (CDS_0036) endolysin (CDS_0033)
43 42 41403938 37 DNA primase (CDS_0035) 323130 29 28 27
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endolysin (CDS_0032)
34

41 40 39383736 35 [33

313029 28 27 26
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MGV-GENOME-0206002: 16,699-29,056 (-)

DNA methyltransferase (CDS_0037) single strand DNA binding protein (CDS_0034)

41 DNA polymerase (CDS_0035)
45 44 434214039 38  DNA primase (CDS_0036) | 33323130 29 28

(N e — |
MGV-GENOME-0252397:17,351-33,151 (-)
42 endolysin (CDS_0032)
46 45 4443[ 4140 39 38 37 36 35 34 33 313029 28 27 26

MGV-GENOME-0218746:16,699-31,341 (-)
DNA methyltransferase (CDS_0041) single strand DNA binding protein (CDS_0038)
46 DNA polymerase (CDS_0039) endolysin (CDS_0032)
49 48 47]4544 43 42 NA primase (CDS_0040) | 3736 exonuclease (CDS_0035) 34 33 313029 28 27 26
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MGV GENOME 0259307: 16,898-38,325 (-)
DNA methyltransferase (CDS_0027)

34 33 32313029 28 DNA primase (CDS_0026)
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MGV-GENOME-0192589:16,699-26,682 (-)

27 26

MGV-GENOME-0169844:16,699-23,176 (-)
DNA methyltransferase (CDS_0035)
thymidylate synthase (CDS_0037)
39 DNA polymerase (CDS_0033)
42 41 4038 36 NA primase (CDS_0034) 32 313029 28 27 26
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MGV-GENOME-0226506: 16,060-32,656 (-)
transcriptional regulator (CDS_0033)
endolysin (CDS_0032)
34 ‘ 313029 28 27 26 25
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OTU_4426:16,329-26,572 (-)
Control_protein_00002 control (CDS_0035)
MazG-like pyrophosphatase (CDS_0040)
DNA methyltransferase (CDS_0038)
thymidylate synthase (CDS_0041)
DNA primase (CDS_0037) 30

47 46 45444342 39 36 34 33 32 312928 27 26
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MGV-GENOME-0228224:16,687-32,964 (-)
8000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcriptionregulation unknown function defence (PADLOC) tRNA
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