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28

TemPhD _cluster_30711:20,654-27,542 (+)
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IMGVR_UViG_2916210561_000004|2916210561|2916210561|5082677-5114535:23,114-29,920 (+)
cation efflux protein (CDS_0029)
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28 cation efflux protein (CDS_0029)
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30 integrase (CDS_0031)
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vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0033)
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vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0033)
cation efflux protein (CDS_0032)
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transcriptional regulator (CDS_0031)
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vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0039)
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TemPhD_cluster_52104: 19,958-29,927 (+)
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transcriptional regulator (CDS_0029)
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uvig_341537:18,484-28,504 (+)
transcriptional regulator (CDS_0030)
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cation efflux protein (CDS_0033)
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vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0031)
transcriptional regulator (CDS_0029)
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uvig_369632:20,121-31,086 (+)
transcriptional regulator (CDS_0029)
cation efflux protein (CDS_0031)

O-acetyltransferase (CDS_0030) 32 33
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Cox-like excisionase aﬂepressor (CDS_0033)
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Cox-like excisionase awepressor (CDS_0033)
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280-acetyltransferase (CDS_0029)
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transcriptional regulator (CDS_0033)
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transcriptional regulator (CDS_0030)
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cation efflux protein (CDS_0032)
31 33 34

transcriptional regulator (CDS_0035)

|
|
!
|
| #

IMGVR_UViG_2847562356_000006|2847562356|2847562356|2950126-2983270: 21,567-30,750 (+)
29 integrase (CDS_0030) 31

. I L __ & _____ ¢ ]
TemPhD_cluster_62986_:22,780-32,040 (+)

tail length tape measure protein (CDS_0023) tail protein (CDS_0027) transcriptional regulator (CDS_0029)
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IMGVR_UViG_3300003838_000014|3300003838|Ga0058691_1000440: 17,667-27,057 (+)
26 30  cation efflux protein (CDS_0031)
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TemPhD_cluster_43494:24,392-32,897 (+)
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defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




