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MGV-GENOME-0269481: 18,401-31,416 (+)
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IMGVR_UViG_3300006502_000242|3300006502|Ga0100528_100035|117096-156439: 18,539-29,774 (+)
transcriptional repressor (CDS_0032)
integrase (CDS_0031) 34 36
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uvig 106650: 18,407-31,685 (+)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0039)

HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NFO33091.0) (CDS_0040)
Siderophore-dependent iron uptake system (VF0738) (CDS_0043)
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capH (CDS_0038
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capH (CDS_0031)
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Abi_alpha Abortive infection alpha (CDS_0034)
capH (CDS_0030;
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Abi_alpha Abortive infection alpha (CDS_0034)
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ABC transporter (VF0818) (CDS_0038) capH (CDS_0046)
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vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0033)

HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0032) Abi_alpha Abortive infection alpha (CDS_0052)
PD-T4-6_WP_214431164.1 (CDS_0036) capH (CDS_0048)
HitABC (VF0268) (CDS_0031) integrase (CDS_0047) 51
34 37  phosphofructokinase (CDS_0042) 50 54
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