baseplate wedge subunit (CDS_0026)
structural protein (CDS_0028)
tail fiber assembly (CDS_0029)
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IMGVR_UViG_2588254054_000004|2588254054|2588302626|49090-88264:17,866-26,180 (+)
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IMGVR_UViG_2660238613 000004|2660238613]2660326060|483654-521973: 17,866-25,325 (+)
transposase (CDS_0031)
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IMGVR_UViG_2660238661_000004|2660238661|2660332413|43288-81365:17,866-25,083 (+)
baseplate wedge subunit 31 32 33

IMGVR_UViG_2609459865_000007|2609459865|2609505226|41106-81882:18,219-27,782 (+)
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IMGVR_UViG_2609459895_000004|2609459895|2609506647|1-38217:17,866-25,443 (+)
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IMGVR_UViG_2925502475_000002|2925502475]2925502475[1713546-1753486:18,106-26,946 (+)

transposase (CDS_0033)
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IMGVR_UViG_2718218150_000003|2718218150|2718228702|2982420-3023325: 18,106-27,911 (+)

Reverse transcriptase (CDS_0032)
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IMGVR_UViG_2939552756_000004|2939552756]2939552756|2988035-3029884: 18,106-28,855 (+)

Reverse transcriptase (CDS_0032)
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IMGVR_UViG_2938784123 000002|2938784123|2938784123|2958065-2999443: 18,106-28,384 (+)

34 35 RecAfilament binding protein Dinl (CDS_0036)

IMGVR_UViG_2588254050_000001|2588254050/2588302528: 19,412- 29 170( )
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IMGVR_UViIG_2907864409_000005|2907864409|2907864409|3026491-3066429:18,105-26,944 (+)
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IMGVR_UViG_2700989596_000005|2700989596/2701101618|1- 44363 25, 128 34,506 (-)

transposase (CDS_0034)
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IMGVR_UViG_2588254044_000003|2588254044|2588302382(1712749-1754847:19,412-29,104 (+)
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IMGVR_UViG_2877538769_000003|2877538769|2877538769|3454187-3495976:18,106-28,795 (+)
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IMGVR_UViG_2609459878_000003|2609459878|2609505992|1532406-1573448: 19,412-28,048 (+)
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IMGVR_UViG_2690315810_000005/2690315810|2690320935|3528392-3569579: 17,866-27 432 (+)
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IMGVR_UViG_2922838355_000004|2922838355|2922838355|3534415-3574295: 16,560-26,125 (+)
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IMGVR_UViG_2690315687_000006|2690315687|2690318778|3696078-3737260: 17, 864 27427 (+)
PDC-S15_WP_009831833.1 (CDS_0036)
UmuD-like protein (CDS_0034)
32 33 DNA polymerase (CDS_0035 37 38 39 40
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IMGVR_UViG_2636416154_000002|2636416154|2636604537:18,106-34,102 (+)
Michele_2A_hits_grouped (CDS_0039)
T6SS (VF0569) (CDS_0036)
RecA filament binding protein Dinl (CDS_0033) 37
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IMGVR_UViG_2636416164 000003(2636416164|2636615729:16,921-34,365 (+)
PRK13747.1-PRK PRK|PRK13747.1: broad-spectrum mercury transporter MerE (NF010310.2) (CDS_0032)
coreg_MerD-NCBIFAM mercury resistance co-regulator MerD (NF033783.1) (CDS_0033)
transport_merC-NCBIFAM organomercurial transporter MerC (NFO33784.1) (CDS_0035)
MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (CDS_0034)

PIcR-PapR quorum sensing (VF0660) (CDS_0031) transposase (CDS_0037)
30 || | transposase (CD5_0036) 38 39
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IMGVR_UViG_2617271166_000006(2617271166|2617347511:16,560-30,053 (+)
6000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)
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virulence (VFDB) AMR (AMRFinderPlus)




