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vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0001)

2 3 4 5 6 7
EE— I ——— ] e I e W—
uvig_132034:2-8,570 (+)
12 3 4 5 6

I S B E— ———
IMGVR_UViG_3300045988_076090|3300045988|Ga0495776_167150: 2-7,153 (+)
1 2 3 4 5 6 7

. S e S E— " EE——
IMGVR_UViG_3300045988_105320|3300045988|Ga0495776_080106: 344-7,183 (+)
1 2 3 4

—  — ]
MGV-GENOME-0117478:2-6,516 (+)
1 2 3

—— —— E—
MGV-GENOME-4334805: 377-6,544 (+)
1 2 3 4

— — s/ ———
MGV-GENOME-0114616:466-6,279 (+)

25 24 23 22 20 DNA polymerase (CDS_0016) 15

—— — — e I — —
uvig_566591:10,113-15,883 (-)

[ 3000 nt i
DNA, RNA and nucleotide metabolism other unknown function defence (PADLOC) AMR (AMRFinderPlus)
I




