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MGV-GENOME-0247281:1-3,916 (-)
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uvig_521326:1-6,9
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tRNA-lle(GAT)

terminase large subunit (CDS_0001)
major head protein (CDS_0004) 3 portal protein (CDS_0002)
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uvig_116818:1-8,383 (-

uvig_448591:1-8,860 (-

MGV-GENOME-0170441:17,831-23,033 (+)
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SAMN06164640 al ct141087 vs1:1-7,573(-)
toxin-antitoxin system HicB-like (CDS_0039)
toxin (CDS_0040) 41

MGV-GENOME-0220454: 18,293-23 401 (+)
39 40 41 metal-dependent phosphohydrolase (CDS_0042)
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MGV-GENOME-0300656: 19,100-24,003 (+)
6 integrase (CDS_0001)
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MGV-GENOME-0170552:2-3,766 (-)
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MGV-GENOME- 0179100 17,696-24,529 (+
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uvig 391702: 19 093-30,213 (+)

MGV-GENOME-0197024: 1-7,466 (-)
holin (CDS_0008)
endolysin (CDS_0007)6 54 3 2 1
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MGV-GENOME- 0188820 206-8,123(-)

endolysin (CDS_0032) 85
holin (CDS_0031) 33 SiT 36 37 38 39

MGV-GENOME-0174884:15,076-23,893 (+)
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endolysin (CDS_0009)8 76 5 4 3 2
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MGV-GENOME- 0197468 19-9,511()

endolysin (CDS_0039) 42
holin (CDS_0038) 40 41 T 43 44 45

uvig_539470:19,158-26,601 (+)

MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0045)
ABC transporter (CDS_0043)
shah_acc_0214 GlgB (CDS_0039) 40 41 42 ABC transporter (CDS_0044) 46
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uvig_498300: 18,366-33,486 (+)

MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0043)
ABC transporter (CDS_0041)
36 shah_acc 0214 GlgB (CDS_0037) 38 39 40 ABC transporter (CDS_0042) 44 45
I — BN I I S —
uvig_388698:17,419-33,431 (+)
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DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other unknown function defence (PADLOC)
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AMR (AMRFinderPlus) tRNA
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