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transcriptional regulator (CDS_0031)
32 integrase (CDS_0033)
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w
N

33 integrase (CDS_0034)
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31  integrase (CDS_0032)

IMGVR _UViG_2518645555_000002|2518645555|2518681419|2669550-2700837:21,676-31,287 (+)
30 integrase (CDS_0031)
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Reverse transcriptase (CDS_0034)
33 integrase (CDS_0035)
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vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0033)
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IMGVR_UViG_3300031414_000687|3300031414|Ga0308168_1000304|38572-68014:21,168-29,442 (+)
Cox-like excisionase and repressor (CDS_0032)
integrase (CDS_0030) | 3334
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transcriptional regulator (CDS_0031)
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Cox-like excisionase and repressor (CDS_0034)
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30 31 integrase (CDS_0032) 85

B e I [ |
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T3 32 integrase (CDS_0033)
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Reverse transcriptase (CDS_0034)
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Reverse transcriptase (CDS_0034)
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transcriptional regulator (CDS_0031)
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I

TemPhD_cluster_30626: 20 889-32,390 (+)
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transcriptional regulator (CDS_ 3d031) integrase (CDS_0033)
I T B o EO— S Sy gy S py SU— S W /W

TemPhD_cluster_44105:19,856-31,450 (+)
transcriptional regulator (CDS_0033)34 integrase (CDS_0035)

g

IMGVR_UViG_3300036825_000148|3300036825|Ga0376697_0000017|151216-183203:21,996-31,987 (+)
PDC-S31_WP_089217355.1 (CDS_0037)
36 integrase (CDS_0038)

@
i

IMGVR_UVIG_2576861716_000007|2576861716]2576916213|160-33085: 22,144-32,925 (+)

transcriptional regulator (CDS_0031)
32 33 integrase (CDS_0034)

|

TemPhD_cluster_63246_: 20 675-31,495 (+)
transcriptional regulator (CDS_0033)

AbIT_AbiTii (CDS_0034) integrase (CDS_0035) cysH_IV-B_1 (CDS_0041)
S 4 o O (0, [ g SO g W /N
IMGVR_UViG_3300042006_000106|3300042006|Ga0439432_000064: 20,633-32,778 (+)

(A}
b

35 integrase (CDS_0036)

<
@)
<
el
C
<
G)
N
~
W
=
0
5
~
©
0N
)
o
o
o
o
o
&
N
~
W
=
)
o
N
@®
o~
@
N
~
W
N
o
=
0
N
5
@
N
=
N
o
o

E

5
@
N
~
G
N

=
(@]
%
N
@

=
©
N
o

)
31 32 integrase (CDS_0033)

<
@)
<
el
C
<
@)
N
~
S
-
=
jos)
O
)
W
o
o
o
o
o
o
N
N
~
w
-
[N
o}
w
~0
W
o
N
~
o
[N
N
w
~0
w1
W
5]
~
N
~
~0
N
N
o
a
%)
~O
N
N
o
o
~
o
w
o

I

~
~0
~

,797 (+)

N
el
w
o

31 32 33 integrase (CDS_0034)

<
Q
<
Ee)
C
<
@)
N
o
@
o
N
=
v
©
]
(&
o
o
o
o
(o]
]
N
[oN
@
[oN
~
=
0
Qo
N
(Sl
[N
o
@
o
J;
~
W
O
%Y
o
o
o
=
=
0
@
0
w
~l
®
v
N
=
0o
©
N
>
w
gl
o)
o
el

) (+)
transcriptional regulator (CDS_0031)
DRT_2_drt2(CDS_0032) integrase (CDS_0033)
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IMGVR_UVIG_2681812869_000001|2681812869|2681821665|228885-261875:20,410-32,990 (+)

transcriptional regulator (CDS_0032)
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transcriptional regulator (CDS_0032)
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E

— [——"8 B 1 & | | ]
IMGVR_UViG_3300003857_000008|3300003857|Ga0058693_1000119: 20,556-33,470 (+)

31 32 integrase (CDS_0033)
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IMGVR_UViG_3300027718_000177|3300027718|Ga0209795_10000193|6457-38689:20,555-32,232 (+)

33 34 35 36 integrase (CDS_0037)
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iG_2737471870_000004|2737471870|2737502923|101872- 134741 22 286-32,019 (+)
33 36 37 38 41 replication initiation protein (CDS_0042)

IMGVR_UVIG_2912045955_000004|2912045955|2912045955|3186140-3219655: 22,943-33,515 (+)

32 33 34 integrase (CDS_0035)
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IMGVR_UViG_2563366847_000004|2563366847|2563393370[471155-503963: 20,386-31,986 (+)

34 35 integrase (CDS_0036)
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IMGVR_UViG_2773857889_000004|2773857889|2773874078|1887225-1920525:20,361-32,450 (+)
transcriptional regulator (CDS_0033)
DSES_DS-SS (CDS_0035)
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SAMNO1773469_al_ct4884 vs1:21,588-36,699 (+)
30 31 integrase (CDS_0032)

IMGVR_UViG_2869822064_000003|2869822064|2869822064|1523067-1552666: 20,583-29,599 (+)
30 31 integrase (CDS_0032)
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TemPhD_cluster_52673:19,626-28,832 (+)

cation efflux protein (CDS_0031) integrase (CDS_0032)
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IMGVR UVIG 2884403191 000003|2884403191|2884403191|4571201-4600408: 19,616-29,207 (+)
36
SST integrase (CDS_0037)

IMGVR_UViG_2703719350_000006|2703719350|2703782736|196943-228825: 23,352-31,882 (+)
transcriptional regulator (CDS_0033)
34 integrase (CDS_0035)
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TemPhD _cluster_30768: 20,500-29,708 (+)

integrase (CDS_0031)
30 32
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MGVR_UViG_2859662220_000005|2859662220|2859662220|3896603-3927550: 21,286-30,947 (+)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0034)
transcriptional regulator (CDS_0032)
33 35 integrase (CDS_0036)
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uvig_315463:21,193-31,274 (+)
transcriptional regulator (CDS_0032)
33 34 integrase (CDS_0035) 40
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MGVR_UViG_3300030930_000008|3300030930|Ga0316159_10065: 22,057-32,032 (+)
32 33 36 37 integrase (CDS_0038)
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IMGVR_UVIG_2663763164_000008|266376316412663823509|43939-76287:22,146-32,348 (+)
Cox-like excisionase and repressor (CDS_0036)
cation efflux protein (CDS_0033)
integrase (CDS_0034)
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IMGVR_UViG_2721755770_000009|2721755770|2721801439|4650368-4682212: 21,246-31,844 (+)
transcriptional regulator (CDS_0030)
integrase (CDS_0029] Cox-like excisionase and repressor (CDS_0031)
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TemPhD_cluster_63992:17,927-27,859 (+); 1-2,298 (+)
tail fiber assembly protein (CDS_0024)
tail fiber protein (CDS_0023) 25
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MGVR_UViG_3300011834_000047|3300011834]|Ga0121064_100176[13666-43041: 16,278-29,095 (+)

Rz-like spanin (CDS_0033)
tail terminator (CDS_0034)
32 35 36 37 38 integrase (CDS_0039)

IMGVR_UViG_3300031088_000306|3300031088|Ga0308157_10002083: 25,339-35,385 (+)
transcriptional regulator (CDS_0032)
30 integrase (CDS_0031)| transcriptional regulator (CDS_0033)
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transcriptional regulator (CDS_0031)
30 transcriptional regulator (CDS_0032)
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IMGVR_UViG_2912034945_000007|2912034945|2912034945|3207702-3237700: 21,180-29,998 (+)

34 transcriptional regulator (CDS_0036)

i

IMGVR_UViG_2737471829_000009|2737471829|2737497512|142631-173841:22,370-31,210 (+)
transcriptional r(ﬂator (CDS_0036)
transcriptional regulator (CDS_0037)
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MGVR_UVIG_2675903403_000003|2675903403/2675970957|80-34493:22,352-34,413 (+)
transcriptional regulator (CDS_0035)
transcriptional regulator (CDS_0036)
33 34 | " 37 38

IMGVR UV|G 2731957872_000003(2731957872|2732019678|28994-60798: 22,352-31, 804( )
30

SAMNO1112473_a1 _ct10981 vs1:20,114-26,343 (+)
tail protein (CDS_0022)
23 28 29 integrase (CDS_0030)
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IMGVR_UViG_2872108161_000001|2872108161|2872108161|2525449-2556576:17,869-30,298 (+)
6000 nt {
DNA, RNA and nucleotide metabolism connector head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
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unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




