Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0035)

transcriptional regulator (CDS_0027)
hemolysin (CDS_0021) Retron_VI__HTH (CDS_0028)
endolysin (CDS_0023) exonuclease (CDS_0034)
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. b OD—C_ KA DiDL_oE OF— 5
L CeLe L L & | N § | I D e —

uvig_213114:9,839-32,645 (+)
transcriptional repressor (CDS_0027)
endolysin (CDS_0022) Retron_VI_HTH (CDS_0028)
holin (CDS_0021) 23 24 25 26 | T 29 30
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uvig_458409 :9,837-37,571 (+)
transcriptional regulator (CDS_0032)
Retron_VI__HTH (CDS_0033)
exonuclease (CDS_0042)
34 37

endolysin (CDS_0022)
T 35 36]3839 T _exonuclease (CDS_0043)
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ivig_1670:9,763-39,541 (+)
transcriptional regulator (CDS_0025)
Retron_VI__HTH (CDS_0026)
metallo-protease (CDS_0024)
‘ 27 30
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MGV-GENOME-0292582: 9,763-32,124 (+)
transcriptional regulator (CDS_0027)
Retron_VI__HTH (CDS_0028)
22 29 32
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IMGVR_UViG_3300029098_000142|3300029098|Ga0169171_100133|53741-92302: 9,763-32,995 (+)
transcriptional regulator (CDS_0027)
Retron_VI__HTH (CDS_0028)
metallo-protease (CDS_0026)

endolysin (CDS_0022) 29 32
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uvig_326407:9,729-34,292 (+)
transcriptional regfulator (CDS_0028)
Retron_VI_HTH (CDS_0029)
endolysin (CDS_0023) 31 34
lipoprotein (CDS_0026) 32 |35
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IMGVR_UViG_3300045988_056803|3300045988|Ga0495776_162330: 9,834-34,122 (+)
metallo-protease (CDS_0021)
lipoprotein (CDS 0020) 26
1415 19 | 2223 24 25[2728
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MGV-GENOME-0227289:8,925-27,231 (+)
site-specific recombination directionality factor RDF (CDS_0025)
endolysin (CDS_0021)
20 | 22 2324 | 26
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MGV-GENOME-0181010: 9,843-24,816 (+)

endolysin (CDS_0021)
20 22 23 site-specific recombination directionality factor RDF (CDS_0024)
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MGV-GENOME-0174375: 9,840-23,823 (+)
endolysin (CDS_0021)
20 22 23 site-specific recombination directionality factor RDF (CDS_0024)
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MGV-GENOME-0190723: 9,840-23,038 (+)
endolysin (CDS_0021)
20 2223 24 site-specific recombination directionality factor RDF (CDS_0025)
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MGV-GENOME-0175138:9,833-23,932 (+)
endolysin (CDS_0022)
21 23 24 tRNA-Met(CAT)

MG\/—GENOME-016927?9,834-23,095 (+)
toxin-antitoxin system HicB-like (CDS_0024)
endolysin (CDS_0021)
oxin (CDS_0023)
20 22 | | site-specific recombination directionality factor RDF (CDS_0025)
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MGV-GENOME-0205332: 9,783-23,721 (+)
antitoxin mazE-like (CDS_0027)
capH (CDS_0022)
endolysin (CDS_0021) 25 30
ZOT \ 232:1T 26 28 29T 31 32 site-specific recombination directionality factor RDF (CDS_0033)
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MGV-GENOME-0209623: 9,843-29,677 (+)

20
19T 21 22 site-specific recombination directionality factor RDF (CDS_0023)
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MGV-GENOME-0163227: 9,414-22,246 (+)
27
endolysin (CDS_0022) 26
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MGV-GENOME-0186935: 9,834-25,754 (+)

hemolysin (CDS_0021) 28
endolysin (CDS_0023) 27
holin (CDS_0022) 24 25 26 [2930 site-specific recombination directionality factor RDF (CDS_0031)
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MGV-GENOME-0186085: 9,843-25,613 (+)

hemolysin (CDS_OOZQ
endolysin(fCDS_OOZ:S) 28
holin (CDS_0022) 24 25 2627 29 30 site-specific recombination directionality factor RDF (CDS_0031)

| e e ——— I — L& |} B B | | |
MGV-GENOME-0188644: 9,843-26,024 (+)
transcriptional regulator (CDS_0025)
endolysin (CDS_0022) transposase (CDS_0024)
holin (CDS_0021) | 23 | 26 27 28 site-specific recombination directionality factor RDF (CDS_0029)
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uvig_185786:9,815-27,712 (+)
endolysin (CDS_0022)
21T 23 24 25 site-specific recombination directionality factor RDF (CDS_0026)
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MGV-GENOME-0184912: 9,815-23,572 (+)

endolysin (CDS_0021)
holin (CDS_0020) | 22 23 24 2526
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MGV-GENOME-0199564: 10,641-26,916 (+)

endolysin (CDS_0021)
holin (CDS_0020) | 22 23 2425 2627 28 29 site-specific recombination directionality factor RDF (CDS_0030)
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MGV-GENOME-0204181:9,764-28,714 (+)

transcriptional regulator (CDS_0026)
endolysin (CDS_0022) 25
holin (CDS_0021) T 23 247 27 site-specific recombination directionality factor RDF (CDS_0028)
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uvig_159268:9,788-25,455 (+)

25
endolysin (CDS_0021) 2628
20 | 222324[27]29 30 site-specific recombination directionality factor RDF (CDS_0031)
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SAMN11252290_al _ct163836_vs1:9,780-25,133 (+)
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MGV-GENOME 0168766: 9,719-20,583 (+)
20 HEase_00016 homing (CDS_0021)
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MGV-GENOME-0171462:9,783-20,809 (+)
endolysin (CDS_0022)
holin (CDS_0021) 23
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Wig 442937 <9.204-21.858 (1)
endolysin (CDS_0022)
21 | VCA0458(CDS_0023)
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MGV-GENOME-0174604: 9,833-22,162 (+)
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MGV-GENOME-0154610:9,840-21,103 (+)

endolysin (CDS_0021)
20 22 site-specific recombination directionality factor RDF (CDS_0023)
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MGV-GENOM E—0172570;783-23,459 (+)
anti-SOS response (AP1S178) (CDS_0023)

26
endolysin (CDS_0021 25 29
holin (CDS_0020) | 22 | 247| 27 287 30 31 32 site-specific recombination directionality factor RDF (CDS_0033)
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uvig_311604: 9,846728?81 (+)
DNA methyltransferase (CDS_0028)
endolysin (CDS_0021)
24
23 26
holin (CDS_0020) | 22| 25] 27 | 2930 3132
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MGV-GENOME-0203164: 9,783-25,816 (+)
DNA methyltransferase (CDS_0024)
22
20 21]23 | 2526 2728
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MGV-GENOME-0248744: 9,783-24,539 (+)
endolysin (CDS_0022) DNA helicase (CDS_0025)
21 [ 23 24 2627 28 VCA0458 (CDS_0029)

SAMNO05826991 al ct3 55 1 vs1:9,833-27,139 (+)
endonuclease (CDS_0023)
endolysin (CDS_0022)
"DNA helicase (CDS_0024)
holin (CDS_0021) | | 252627 VCA0458 (CDS_0028)
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MGV-GENOME 4410378: 9.833.25,342 (+)
DNA helicase (CDS_0024)

endolysin (CDS_0023)
hemolysin (CDS_0021) DNA helicase (CDS_0026)

holin (CDS_0022) 25 27 2829 VCA0458 (CDS_0030)
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MGV-GENOME-0189478:9,839-26,167 (+)
10000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
I L] |

—
unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS) tRNA
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