tail length tape measure protein (CDS_0026) 32
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uvig 302777:15,883-24,770 (+)
tail length tape measure protein (CDS_0027)
endolysin (CDS_0028)
26 | 29303132

uvig 157855:15,207-22,008 (+)
AbiLi-1 AbiLi (CDS_0028) transcriptional repressor (CDS_0032)
tail length tape measure protein (CDS_0026) 27 29 30 31 33 343536 37

I
MGV-GENOME-0279283: 15,666-28,927 (+)
27 28 29303132

MGV-GENOME-0267903: 15,484-23,104 (+)
minor head protein (CDS_0029) retron_type_VI_hth_cluster2_1 (CDS_0036)
31 metallo-protease (CDS_0034)
27 30] integrase (CDS_0032) 33 capH(CDS 0035) 37 38 3940
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uvig_172342:16,120-29,009 (+)
phosphoadenosine phosphosulfate reductase (CDS_0034)

metallo-protease (CDS_0030)
capH (CDS_0031)
integrase (CDS.0029) | | 32 33 3536 38
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uvig 436857:16,036-27,059 (+)
Erm23S_rRNA_broad-NCBIFAM 23S ribosomal RNA methyltransferase Erm (NFO00499.1) (CDS_0032) HNH endonuclease (CDS_0037)

tRNA-Thr(TGT) capH (CDS_0039)
28 29 30 33 34 35 36 38 40 41 424344
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IMGVR_UViG_3300023493 000130|3300023493|Ga0257031_100635: 16,073-33,014 (+)
Erm23S_rRNA_broad-NCBIFAM 23S ribosomal RNA methyltransferase Erm (NFO00499.1) (CDS_0032) capH (CDS_0037)

33 34 35 36 | 3839 4041 43 47
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MGV-GENOME-0258188: 16,653-30,715 (+)
tail length tape measure protein (CDS_0028) capH (CDS_0034)

29 30 31 32 33 | 3536 373839
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MGV-GENOME-0253105: 15,795-28,283 (+)
HNH endonuclease (CDS_0032)
capH (CDS_0034)

27 29 30 31 33 | 3536 373839
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IMGVR_UViG_3300045988 115411|3300045988\GaO495776 153901: 15, 897 27,706 (+)
HNH endonuclease (CDS_0032)
capH (CDS_0034)
peptidase (CDS_0028) 31 33 | 3536 3738

MGV-GENOME-0258862:16,012-26,263 (+)

29 30 3132 33
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MGV-GENOME-0259123:16,374-25,133 (+)

25 31 32 33 34 [3637
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IMGVR_UViG_3300045988_100506|3300045988|Ga0495776_189348:15,558-27,218 (+)
33 34 35 36 37 38 39
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MGV-GENOME-0271273:16,964-27,326 (+)
32 33 34 3536 3738

MGV-GENOME-0249337:16,274-25,783 (+)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0039)
QueC-like queuosine biosynthesis (CDS_0036)
Lysine synthesis (VF0815) (CDS_0038)
Rnase H (CDS_0035)
HNH endonuclease (CDS_0031) 32 33 34 | 37

integrase (CDS_0040) 41 42 4344
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uvig_160843:15,899-32,463 (+)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0038)

Lysine synthesis (VF0815) (CDS_0037)
32 33 34 35 36 39 40 41 4243
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uvig_42228:16,274-31,837 (+)

32 33 34 35 36 37 38 3940

) A N SN SR B S B
IMGVR_UVIG_3300045988_127735|3300045988|Ga0495776_152935: 16,274-28,711 (+)
3031 33 34 35 36 37 38 39 4041

MGV-GENOME-0241844:16,512-28,076 (+)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0038)
QueC-like queuosine biosynthesis (CDS_0035)
Lysine synthesis (VF0815) (CDS_0037)
Rnase H (CDS_0034)
HNH endonuclease (CDS_0029) 30 31 3233 T 36 39integrase (CDS_0040) 41 42 43
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uvig_167872:16,170-33,645 (+)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0035)
Lysine synthesis (VF0815) (CDS_0034)
29 30 31 32 33 36 37 38 39 4041 42
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uvig_56042:16,104-32,094 (+)

29 30 31 32 33 34 35 36 37
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IMGVR_UVIG_3300045988_115214|3300045988|Ga0495776_062954: 16,171-28,060 (+)
29 30 31 32 33 34 35 36
— I
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IMGVR_UVIG_3300045988_112455|3300045988|Ga0495776_102802: 16,353-27,622 (+)
29 30 31 32 3334 35

IMGVR_UViG_3300045988_107928|3300045988|Ga0495776_176577:16,104-25,264 (+)
6000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
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unknown function defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA pseudogene
I I




