transcriptional regulator (CDS_0057)
CDS_0055

CDS_0053 integrase (CDS_0061)

CD5.0051 |CDS_0059

€D5.0052 | CD5_0060 CDS_0064
IEL CD5_0056 L CDS_0063
S_0054 CDS_0058 CDS_0062| transcriptional regulator (CDS_0065)

—
uvig 304447 36002:43921(+)

Algl transporter (CDS_0058)
CDS_0057

uvig 456255 35747:43998(+)
CDS_0058 CDS_0063

|

|MGVR_UVI(?3‘300045988_O£V7322|3300045988\ Ga0495776_183934 36010:41801(+)
CDS_0058

IMGVR_UViG_3300006298 000002|3300006298|Ga0099618_100194 36275:43791(+)
CDS.0041

vig 128118 17925:25377(+)
CDS_0059

—
uvig_287520 36364:45301(+)

CDS_0060 CDS_0062
CDS.0055  CDS_0061

IMGVR_UVIG_3300025741_000003|3300029741]Ga0245200_100519 36048:44858(+)
CDS 0061

i

|MGVR,UViG,SSOOOZ‘?BS9,000276|330(ﬁ9859\ Ga0245304_100040|113756-169103 36043:43607(+)
CDS_0058

IMGVR_U\/i_G_3300045988_037861|335045988\Ga0495776_113240 36051:43258(+)

CDS_0060
CDS_0059 CDS_0061 CDS_0062

—
OTU_595 36497:50458(+)

CDS_0060 CDS_0061

uvig_178798 35606:46337(+)

Potassium/proton antiporter (VFO838) (CDS_0059)
CDS_0058 CDS_0060 CDS_0061

IMGVR_UViG_3300029473_000054|3300029473|Ga0244122_100296 36261:5080_7(+)

CDS_0059
| cDs_0060

i

IMGVR_UViG_3300045988_069635|33000459§3\Ga0495776_188659 36251:44720(+)

60 6162 63 64

uvig_171408 36075:47886(+)

63
58 59 60 61  62]

uvig 298908 35662:47303(+)

SspBCDE__SspD (CDS_0053)
CDS_0058

i4

— —
MGV-GENOME-4426976 36226:43587(+)

CDS_0059 CDS_0064

?

IMGV_KUVin3300045 9@7034092|33OOO45988\ Ga0495776_183655 36299:41295(+)

tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0065)
61 67
l62 63 64 66 |68

i#

uvig_ 469536 36244:50631(+)
59 60 61 62 63 64 65 66

uvig 101793 36804:55124(+)

serine racemase VanT catalytic subunit (NFO33131.1) (CDS_0072)
tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0062) MazEF_MazF (CDS_0073)
58 64 70 TIyC (VF0489) (CDS 0074)
59 60 61 63 J65 66 67 68 69] 71 [ ] 757677 78 79 80 81 82

i#

—
uvig 484645 35754:69032(+)

multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0059)
FbpABC (VF0272) (CDS_0060)

PEB1'(VF0327) (CDS_0062) MntABC (VF0455) (CDS_0071)
58 | 61 63 64 65 66 67 68 69 70 | 72
LD OEE—B-CHE@E@EHTT {5 @D H-EEdEdD

uvig 210126 35773:60163(+)

Lamassu-Fam__LmuB_SMC_Cap4_nuclease_|l (CDS_0067)
partition protein (CDS_0066) recD_IV-D_1(CDS_0071)
63 68
58 59 60 61 62] 6465 ‘ T69 70 72 Sortase B (VF0789) (CDS_0073)

MGV-GENOME-0343892 36026:58328(+)

ABC-type heme transporter (VF0739) (CDS_0068)
59 60 61 62 63 64 656667 69 70 71 72 73 74 75 76 7778 79 80 81

— _—
uvig_297949 35713:63298(+)
ABC-type heme transporter (VF0739) (CDS_0069)
59 60 61 62 63 64 65 666768 70 71 72 73 74 75 76 77 78 79 80 81 82
— —_—
uvig 297256 36445:64260(+)
tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0065)
guanylate kinase (CDS_0071)
FbpA/Fbp68 (VF0595) (CDS_0069)
ATPase (CDS_0068) 75 7T7
5253 5859 60 61 62 63 64 66 67 70|72 73 74776 78 79 80
—— — —

—
uvig 312648 36249:70345(+)

FosC2 family fosfomycin resistance glutathione transferase (NFO00074.1) (CDS_0079)
arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (CDS_0080)
O-antigen (VF0392) (CDS_0076)
AbiN__AbiN (CDS_0086)
81 83
1828485 87 8 89

74 78
54 59 6061 62 63 646566 67 68 69 70 71 72 73 75| 77]

IMGVR_UViG_3300029621_000351|3300029621|Ga0245126_1000013|256230-335374 36240:67617(+)

O-antigen (VF0392) (CDS_0076)
74
59 6061 62 63 6465 66 67 68 69 70 71 72 73 75| 77.78

uvig_184678 36240:60374(+)

10000 nt 1

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function Defence
I I

Virulence AMR
I I



