capH (CDS_0041)
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IMGVR_UViG_3300045988_038888|3300045988|Ga0495776_167351:18,370-26,016 (+)
ABC transporter (CDS_0036)

SAMEA1906425 a1 _ct120246_vs1:18,370-25 818( )
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0038)

tRNA nucleotidyltransferase (CDS_0037)
amidase (CDS_0031) 36 39 42 46
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uvig_383019:18,245-29,513 (+)
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IMGVR_UViG_3300045988_025591|3300045988|Ga0495776_017073:17,820-26,062 (+)
amidase (CDS_0031) 32 33 34

IMGVR_UViG_3300045988_057146|3300045988|Ga0495776_086500: 17,715- 26 238( )
33 34
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IMGVR_UViG_3300045988_047443|3300045988|Ga0495776_017053: 17 403-25 062( )
35 37
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IMGVR_UViG_3300045988_064121|3300045988|Ga0495776_008835: 18,170-26,548 (+)
serine-threonine kinase (CDS_0032)
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MGV-GENOME-0285397:17,608-24,644 (+)
32 35

uvig_867462:18,072-24,905 (+)

superinfection exclusion (CDS_0038)
35 36 37 serine-threonine kinase (CDS_0039) 43

IMGVR_UViG_3300045988_075929|3300045988|Ga0495776_152079: 18,434-28,482 (+)

35 36
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IMGVR_UViG_3300045988_184596|3300045988|Ga0495776_152079(164-38948: 18,434-25,992 (+)
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32 33 serine-threonine kinase (CDS_0035)
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uvig 11014:17,532-28,251 (+)
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MGV-GENOME-0274341:17,532-24,528 (+)
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