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HK_VanS_B-NCBIFAM vancomycin resistance histidine kinase VanS-B (NFO33090.1) (CDS_0026)

antitoxin from a toxin-antitoxin system (CDS_0024)
RegX3 (VF0858) (CDS_0025)

cd09641 CAS-I; (CDS_0027) |

uvig 206257:8,060-14,908 (-)
integrase (CDS_0001)
2 3

4

N

I E—— — — —
uvig_170970:439-9,504 (+)

1 2 3 erm_G_23S_MT-NCBIFAM 23S rRNA (adenine(2058)-N(6))-methyltransferase Erm(G) (NFO45543.1) (CDS_0004)

LB | I
uvig_60634:196-5,508 (+)
transposase (CDS_0054)
57 56 55 53 52 51 50

.
uvig_309622:24,612-34,753 (-)
2 345 6 7 8 9 10 11

[N

MGV-GENOME-4402580: 1-8,051 (+)
3 4

-
N

N N N [ [ |
uvig 50615:3-5,348 (+)
esterase/lipase (CDS_0003)

Copper exporter (VF0849) (CDS_0004)

1 5 6 7 89 10

|

c
<
o
S
[o5]
[es]
N
[es]
hel
[N
[N
o
o
Q
N

(+)
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