PD-Lambda-5__PD-Lambda-5_B (CDS_0028)
DNA transposition protein (CDS_0036)
transposase (CDS_0035)
32
27 31 34
17 18 19 2021 22 23 24 2526 | 29 30733]

3738

E%

OTU_3113 10021:31444(+)

27
21 22 23 24 2526 | PD-Lambda-5_PD-Lambda-5_B (CDS_0028)

uvig_387369 9456:28185(+)
RM_Type_ll__Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0030)

PD- Lambda-S_PD-Lﬂbda-S_B (CDS_0028) Retron_|_B_ ATPase_TOPRIM_COG3593 (CDS_0041)
Gao_Mza_MzaE (CDS_0029) 44

27 AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0036) 45
22 23 24 2526 | | 31 32333435 37 38 39 40 | 42 43

5%

IMGVR_UViG_3300029425_000259|3300029425| GaO243935710CT71 [13478-65125 10020:47611(+)

RM_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0030)
PD-Lambda-5__PD-Lambda-5_B (CDS_0028) Retron_|_B__ATPase_TOPRIM_COG3593 (CDS_0038)
Gao_Mza_MzaE (CDS_0029) 41
27 ‘

42
2 23 24 2526 | 31 32333435 36 37 39 @[Tifi

| —
.

IMGVR_UViG_3300029375_OOO418|3300029375\630243934_100m6\ 13428-61870 10020:44406(+)
glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0035)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0028)
27 ATPase (CDS_0031)
22 23 242526] 29 30 32 33 34| 36 37 38 39 4041 47

uvig_132209 10020:43202(+)
Potassium/proton antiporter (VFO838) (CDS_0031)

PD—Lambda—S_PD—Lﬂbda—S_B (CDS_0028)
Reverse transcriptase (CDS_0024) transcriptional repressor (CDS_0038)
_0030)

27| PEB1(VF0327)(CD ATPase (CDS 0035) 40
2 23 2526 | 29 ] | 32 3334 36 37 39]41 44

uvig_443663_ 10020:41066(+)

PD-Lambda-5_PD-Lambda-5_B (CDS_0028)
27
22 23 24 2526 | 29 3031 32 3334 3536

E%

OTU_2400 10020:35267(+)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0028) 34 FtsK/SpolllE-like protein (CDS_0041)
27 30 T36 38 transcriptional regulator (CDS_0042)
22 23 242526[ | 29 31 32 3335373940 | 143
O DD (EECEHHHWHOC @G EDD

uvig 183443 10020:42099(+)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0028)
peptidase (CDS_0033) 38
27 31 transposase (CDS_0035)|39
22 23 242526[ | 29 30 32 | 34 36 37| ]40

i#

uvig_58365 10020:37293(+)

AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0034)
tRNA methyltransferase (CDS_0038)
Retron_VI_HTH (CDS'0035)
PD-Lambda-5_PD-Lambda-5_B (CDS_0028)  methyltransferase (CDS_0037)
27 MazEF_MazF (CDS_0032)
21 22 23 242526 29 3031 33

36 ‘39 4041

=
o

|

|

I _
£

uvig_211354 9455:39471(+)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0028)
cIampToader of DNA polymerase (CDS_0032)

‘ transcriptional regulator (CDS_0037)
transcriptional regulator (CDS_0029) JRetron_VI_HTH (CDS_0040)
27 31 integrase (CDS_0036)
22 23 24 2526 | 30 3334 35 | 38 394344
P OO DD —GDHiD- BB i@ —@hiKE==nED D

uvig 135442 10020:38613(+)
PD-Lambda-5__PD-Lambda-5_B (CDS_0028)

FbpABC (VF0272) (CDS_0030) 37
27 | Type IVpili (VFO075) (CDS_0032) 38
22 23 24 2526 | 29 | 31 [ 33 34 35 36|39

OTU_1685 10019:38492(+)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0028)
integrase (CDS_0031) 36
27 kinase (CDS_0030) [37
22 23  242526] 29 32 33 34 35| [38

§#
:

uvig 207267 10021:41577(+)

Sigma L (VF0855) (CDS_0038)
PD-Lambda-5__PD-Lambda-5_B (CDS_0028) excisionase (CDS_0039) 45

27 integrase (CDS_0031) 37 41 46

22 23 24 2526 | 29 30 32 33 343536 | | 404243 44| [47

i#

IMGVR_UViG_3300029443_000399(3300029443| 6302438487100m5 |18580-69636 10019:47020(+)
Sigma L (VFOSiS) (CDS_0037)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0028) excisionase (CDS_0038) 44
27 integrase (CDS_0031) 36 49 45

22 23 24 2526 | 29 30 32 333435 | | 394142 43| [46
T OO EETTTTTECIa-OHr-a—H DA =SEn DD
IMGVR_UViG_3300029791_000410|3300029791|Ga0243849 1000477|2-49816 10019:45778(+)

PD-Lambda-5_PD-Lambda-5_B (CDS_0029) 43
28 transposase (CDS_0031) 44
23 24 252627 | 30 32 33 34 35 36 37 383940 41 42|45

uvig 75972 10020:44495(+)

transposase (CDS_0029)
24
FS transposase (CDS_0030)
22 23] |26 | Mu Gam-like end protection (CDS_0034)

uvig_79160 9999:25056(+)

PD-Lambda-5__PD-Lambda-5_B (CDS_0027)

endolysin (CDS_OO?Z)transcriptional regulator (CDS_0031)
26 33

22 23 | 25] | 28 29 30 32[ 34

N — -
uvig_501642 10025:32704(+)
29
26 30
22 2324 25[27 28|31

SAMEA2580121 a1 _ct13339_vs1 10025:29563(+)

transcriptional regulator (CDS_0022)
ABC transporter (CDS_0020) CDS_0021 T CDS_0023

uvig 161222 8002:26146(+)

25
22 23 24]26

uvig 53027 10020:25806(+)

CDS 0022 CDS_0024
CDs_0023[

uvig 418912 10020:24179(+)

10000 nt 1

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcriptionregulation unknown function
— |

Defence Virulence AMR

N I I



