HTH DNA binding protein (CDS_0031)
toxin (CD?_OO30) ParA-like partition protein (CDS_0039)
29 | | 323334 35 36 37 38 40 41 42

- E—— . - —— - e . E— —
TemPhD_cluster_28962:24,539-32,513 (+)

30 3132 33 35

[ ] l 11 ool I I N
IMGVR_UVIG_2563366838_000005|2563366838|2563392876:22,952-32,073 (+)
35 37 38

-
]
X,
5

=1 1 N —— —]
MGV-GENOME-0307091: 25,218-32,969 (+)

i“

AN - - -
TemPhD_cluster_59768:25,311-32,802 (+)
36

w
~N

i

L1 | -
TemPhD_cluster_40559:24,964-32,847 (+)
35 36 38

W I | I -
TemPhD_cluster_29182:24,964-32,788 (+)
34 transposase (CDS_0038)

[ 0 __ N ___ N | -
IMGVR_UViG_2563366958_000018|2563366958|2563399109[33032-85208: 25,742-36,892 (+)
transposase (CDS_0038)

N ——
TemPhD_cluster_58768:26,089-34,705 (+)

w
wn

301189:22,474-31,540 (+)
34

a
=
@
m
z
O

ME-

o

— —— — — - —
IMGVR_UViG_2698536573_000002|2698536573|2698570673:21,575-30,115 (+)

z

LR I I N S .
IMGVR_UViG_3300015184_000033|3300015184|Ga0183236_119762:22,288-30,105 (+)
35

- - — - —
IMGVR_UVIG_2740892219_000006|2740892219|2740959034:22,174-30,727 (+)

E

— —— [
TemPhD_cluster_16929:22,935-31,067 (+)

(]
o

LR ] - I N N
IMGVR_UViG_2740892231_000005|2740892231|2740960188: 25,253-33,833 (+)

35 38
DOb—C L ——aracio
TemPhD_cluster_35863_:25,951-34,383 (+)

36 37

L |
TemPhD_cluster_59019:24,679-33,513 (+)

§

_— — |
TemPhD_cluster_40287:24,076-32,258 (+)

33 35 37 39 40

|l .. I I LB ]
IMGVR_UViG_2585427870_000005|2585427870|2585474084:21,774-30,991 (+)
penta_rpt_QnrB-NCBIFAM QnrB family quinolone resistance pentapeptide repeat protein (NFO00420.1) (CDS_0037)
ABC transporter (CDS_0038) DNA invertase (CDS_0045)
39 40 41 42 43 44 transposase (CDS_0046)

S N I I 1 —
IMGVR_UVIG_2563366956_000010|2563366956]2563398930: 25,742-46,127 (+)
37 38 41

- . A L 1 & B ;B |
TemPhD_cluster_58628:26,535-35,433 (+)

8000 nt {
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover unknown function AMR (AMRFinderPlus)




