putative phosphite transport system-binding protein PtxB (MMJAPJON_00033)
ISllOfamlIy transposase 1S5075 (MMJAPJON_00028)

IS5 famlly transposase ‘SThll (MMJAPJON_00031)

Tn3 famlly transposase 'ISSba14 (MMJAPJON_00029)

1S3 famlly transposase ISEcl1 (MMJAPJON_00026)

ISéfamlIytransposase 1526 (MMJAPJON _00030)

ViuPDGC system (VF0627) (MMJAPJON_00032)

27 | | | | T | Phosphate-importpermease protein PhnE (MMJAPJON_00034)

]
IMGPR plasmid_640753032_000003: 30,076-37,501 (+)
15110 family transposase 1S5075 (PNOCCNPB_00002)
1 [ Tn3family transposase ISSba14 (PNOCCNPB_00003)

-_—
IMGPR_plasmid_2660238073_.000002: 3-6,879 (+)

Tn3 family transposase ISSba14 (LNHAPFNG_00239)
246

M}EDHADOD

-—
IMGPR_plasmid_2588254039_000003:211,807-217,434 (-)
1

HLPD

\MGPRfmsm'\djé572450017000002: 675-5,319 (+)

chloram_CatA-NCBIFAM type A chloramphenicol O-acetyltransferase (NFO00491.1) (GALHNLON_00065)
I511—5famlly transposase 1S5075 (GALHNLON_00063)

1S1 famlly transposase IS1IR (GALHNLON_00067)

Te6 | 64 | Tn3family transposase TnAs3 (GALHNLON_00062)

\MG-PRip\asmid72896807372705002: 43,192-54,071(-)
trim_DfrA1_like-NCBIFAM trimethoprim-resistant dihydrofolate reductase DfrA (NFO00330.1) (FIPOHGGH_00078)
Aminoéfycoside 3'-phosphotransferase (FIPOHGGH_00080)
Tn3 family transposase ISSha14 (FIPOHGGH_00082)
156 family transposase 1526 (FIPOHGGH_00081)
Tyrosine recombinase XerD (FIPOHGGH_00077)

- ]
IMGPR_plasmid_2721755832_.000001: 72,433-82,074 (+)

trlm DfrA1_like-NCBIFAM trimethoprim-resistant dihydrofolate reductase DfrA (NFO00330.1) (AMIEDPLM_00069)
Tyrosme recombinase XerD (AMIEDPLM_00070)

DA IDADD

IMGPR plasmid_2718217966,000002: 52,119-61,760 (-
bla_class_D_alt-NCBIFAM class D beta-lactamase (NFO00270.1) (JLDCLBPC_00189)
Aminoglycoside 3'-phosphotransferase (JLDCLBPC_00193)
156 family transposase IS15DI1 (JLDCLBPC_00192)
‘ Tn3 family transposase 1SSba14 (JLDCLBPC_00186)
Transposon Tn3 resolvase (JLDCLBPC_00190)
156 family transposase 1526 (JLDCLBPC_00187)
Beta-lactamase OXA-18 (JLDCLBPC_00188)
Beta-lactamase TEM (JLDCLBPC_00191)

AEHEEEDAEED

\MGPR?p\as-m'\d72851824788100001: 160,056-170,202 (-)
AAC_6p_lb-NCBIFAM AAC(6')-Ib family aminoglycoside 6'-N-acetyltransferase (NFO33074.0) (BCOFAEJE_00133)
chloram_CatB-NCBIFAM type B chloramphenicol O-acetyltransferase (NFO00490.1) (BCOFAEJE_00135)
blaOXA-1_like-NCBIFAM OXA-1 family class D beta lactamase (NFO00388.2) (BCOFAEJE_00134)
1S110 family transposase 1S4321R (BCOFAEJE_00137)
1S6 family transposase ISZ(TFCOFAEJE 00136)
Tyrosine recombinase XerC BCOFAEJE700132)
Tn3 family transposase TnAs3 (BcoTAEJE_‘ooiéf))
Antitoxin Peml (BCOFAEJE_00125)
MazEF MaZF(BCOFAEJE 00126)
Tn3fam|lytransposase BCOFAEJE _00127)
123 DNA invertase hin (BCOEAEJE_00130)
1227 124 | T1§1 [l “Tn3 family transposase 1SSba14 (BCOFAEJE_00138)

- gL ]
IMGPR _plasmid_2721755654_000003: 105,486-126,907 (+)

tet MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NF012174.0) (LKJEDJLB_00085)
S-(hydroxymethyl)glutathione dehydrogenase (LKJEDJLB_00086)

‘ ;I'gtracycline repressor protein class H (LKJEDJLB_00084)
S-formylglutathione hydrolase FrmB (LKJEDJLB_00087)

DAECIOOALED

\MGPR?pEnideS775?1404fOOOOOl: 69,790-78,218 (-)
tet_ MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (PNNBJOPL_00053)
S-(hydroxymethyl)glutathione dehydrogenase (PNNBJOPL_00052)
‘ Tetracycline repressor protein class H (PNNBJOPL_00054)
S-folmylglutatmone hydrolase FrmB (PNNBJOPL_00051)

DAACIDHOED

IMGPR_plasmid_2900962842_000002: 55,395-63,824 (+)

tet_ MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NF012174.0) (EPMHLGBP_00043)
S-(hyd roxymethyl)glutathimehyd rogenase (EPMHLGBP_00042)

S-formylglutathione hydrolase FrmB (EPMHLGBP_00041)

1S3 family transposase ISEc36 (EPMHLGBP_00039)

GTP 3'8-cyclase (EPMHLGBP_00036)

35 [ 37 38 | | | Tetracyclinerepressor protein class H(EPMHLGBP_00044)

IMGPR_plasmid_2663762913.000004: 39,243-52,351 (+)
tet_MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NF012174.0) (FLOJNOGG_00185)
S-(hydroxymethyl)glutathione dehydrogenase (FLOJNOGG_00186)
S-formylglutathione hydrolase FrmB (FLOJNOGG_00187)
1S1 family transposase IS1D (FLOJNOGG_00193)
HEC-01A_ WP_199302758.1 (FLOJNOGG_00190)
Beta-lactamase SHV-3 (FLOJNOGG_00192)
Lactose permease (FLOJNOGG_00189)
|191] T | | | Tetracyclinerepressor protein class H (FLOJNOGG_00184)

— —— -_—

IMGPR_plasmid_2860623524_000001: 158,592-170,582 (-)
SMR_gac_FL-NCBIFAM QacF/QacL family quaternary ammonium compound efflux SMR transporter (NFO00067.2) (IAKHGNAN_00105)
Arsenic resistance transcrlptlonal regulator ArsR2 (IAKHGNAN_00099)
Putative fluoride ion transporter CrcB (IAKHGNAN_00103)
C4 dlcarboxyllc aC|d transporter DauA (IAKHGNAN_00100)

Na(+)/H(+) antlporter NhaA (IAKHGNAN_00104)
| | 101102 | T | 107

\MGPR,p\asm'\d7292284‘99-é17000001%,071*98,868 (+)
ANT_3pp_AadA3-NCBIFAM ANT(3")-1a family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (CDNPOMLP_00004)
SMR_qac_?NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (CDNPOMLP_00005)
trim_DfrAf2-NCBIFAM trimethoprim-resistant dihydrofolate reductase DfrA12 (NFO00053.2) (CDNPOMLP_00003)
Sul1- NEBIFAM sulfonamide-resistant dihydropteroate synthase Sul1 (NFO00294.1) (CDNPOMLP_00006)
putatlve chromate transport protein (CDNPOMLP_00008)

1S6 famllytransposase I56100 (CDNPOMLP_00010)

Transcrlptlona| regulator (CDNPOMLP 00009)
Tyrosme recombinase XerC (CDNPOMLP_OOOOZ)
Muiltidrug efflux pump Tap (CDNPOMLP_00013)

11

g

N | ) |

IMGPR _plasmid_2588254048 000002: 302-17,446 (+)
ANT _3pp_AadA3-NCBIFAM ANT(3")-1a family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (BOHBMKMH_00100)
SMR,qac,E-WCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (BOHBMKMH_00099)
trim_DfrA12-NEBIFAM trimethoprim-resistant dihydrofolate reductase DfrA12 (NFO00053.2) (BOHBMKMH_00101)
Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul1 (NF000294.1) (BOHBMKMH_00098)
putative chromate transport protein (BOHBMKMH_00096)

156 far‘nllytrans‘po&asﬁ;ISMOO(BOHBMKMH 00094)

Transcrlptlonal regulator (T?OHBMKMH 00095)
Tyrosine recomblnase XerE BOHBMKMH _00102)

Multidrug efflux pump Tap (BOHBMKMH_00091)

93

‘ T‘QTmcrolide_MphA-NCBlFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (BOHBMKMH_00090)

1 ‘ TQ _macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NF000254.1) (CDNPOMLP_00014)

97

. -
IMGPR_plasmid_2718218493_000003: 71,737-90,358 (-)
ANT_3pp_AadA3-NCBIFAM ANT(3")-1a family aminoglycoside nucleotidyltransferase AadA3 (NFO33127.1) (IHFBIDBI_00069)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter Qack (NFO00276.2) (IHFBIDBI_00070)
trim_DfrA12-NCBIFAM trimethoprim-re‘sisTtant dihydrofolate reductase DfrA12 (NFO00053.2) (IHFBIDBI_00068)
Sul1-NCBIFAM sulfonamide-resistant dinydropteroate synthase Sul1 (NFO00294.1) (IHFBIDBI_00071)
blaPEN-Bcc-NCBIFAM PEN family class A beta-lactamase, Bec-type (NFO00320.3) (IHFBIDBI_00063)
putative chromate transport protein (IHFBIDBI_00073)
1S6 fam.lytransp@ie 156100 (IHFBIDBI_00075)
Transcrlptlonal regulator (IHFBIDBI_00074)
Tyrosine recombinase XerC (1 HFBI DBLOOOgﬂ
Tn3 family transposase Tn2 (IHFBIDBI_00061)
Tn3family transposase (IHFBIDBI_00065)
1S3 faTin tranisposase I‘SKpnll ‘ ‘ ‘ Mu
62

tidrugeJﬂux pump Tap (IHFBIDBI_00077)
[72 | | | 76 | macrolide MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (IHFBIDBI_00078)

-_— N -_— -_—
IMGPR_plasmid_2922838355_000002: 58,857-84,748 (+)
ANT _3pp_AadA3-NCBIFAM ANT(3")-l1a family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (BKGODPNH_00152)
SMR_gac_E-NCBIFAM quaternary ammonium compounﬁﬁlux SMR transporter QacE (NFO00276.2) (BKGODPNH_00151)
trim_DfrA12-NCBIFAM trimethoprim-resistant dihydrofolate reductase DfrA12 (NFO00053.2) (BKGODPNH_00153)
macrolide_MphA-NCBIFAM Mph(A) family macrolide 2"—phos€hotransferase (NF000254.1) (BKGODPNH_00142)
chIoram_CatA-NCBIFAM type A chloramphenicol O-acetyltransferase (NFO00491.1) (BKGODPNH_00159)
Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul1 (NFO00294.1) (BKGODPNH_00150)
putative chromate transport prot%(BKGODPNH_OO:IAS)
IS6 family transposase 156100 (BKGODPNH_00146)
Transcrlptlonal regulator BKGODPNH 00147)
| Tyrosine recombinase XerC (BKGODPNH_00154)
Multidrug efflux pump Tap (BKGODPNH_00143) \
‘ Tn3 family transposase TnAs3 (BKGODPNH_00157)

145 DNA-invertase hin (BKGODPNH_00156)
144 149) | | | [155] | 158| 160

-_— - i -
IMGPR _plasmid_2875273152_000002: 108,000-132,108 (+)
ANT_3pp_AadA3-NCBIFAM ANT(3") la family aminoglycoside nucleotidyltransferase AadA3 (NFO33127.1) (HEMEJOBG_00018)
SMR_gac_E-NCBIFAM quaternary ammonlum compound efflux SMR transporter QacE (NFO00276.2) (HEMEJOBG_00019)
trim_DfrA12-NCBIFAM trlmethoprlm resistant dihydrofolate reductase DfrA12 (NFO00053.2) (HEMEJOBG_00017)
chloram _CatA-NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFO00491.1) (HEMEJOBG_00011)
Sul1"NCBIFAM sulfonamide-i resrstant dlhydropteroate synthase Sul1 (NFO00294.1) (HEMEJOBG_00020)
putative chromate transport protein (HEMEJOBG_00022)
1S6 family transposase 156100 (HEMEJOBG_00024)
Transcriptional regulator (HEMEJOBG_00023)
Tyrosine recombinase XerC HEMEJOBG_00616
\ IlMtut‘idrug‘efflux‘pumpTap(HEMEJOBG_00027)

Tn3 family transposase TnAs3 (H MEJ‘OBG,‘OO‘Olﬁ)
DNA-invertase hin (HEMEJOBG_00014)
1012 | TJas| | || ]2 126 | macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (HEMEJOBG_00028)

- I -
IMGPR _plasmid_2900957111 000003: 7,166-31,269 (+)
ANT_3pp_AadA3-NCBIFAM ANT(3")-1a family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (IHDJECHE_00061)
SMR_gac_E-NCBIFAM quaterna%mmonium compound efflux SMR transporter QacE (NF000276.2) (IHDJECHE_00060)
trim_DfrA12-NCBIFAM trlmethoprlm resistant dihydrofolate reductase DfrA12 (NFO00053.2) (IHDJECHE_00062)
chloram_CatA-NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFO00491.1) (IHDJECHE_00068)
Sul1"NCBIFAM sulfonamide-i re5|stant dlhydropteroate synthase Sul1l (NFO00294.1) (IHDJECHE_00059)
putative chromate transport protein (IHDJECHE_00057)
1S6 famllytransposase ISélOO (IHDJECHE_00055)
Transcrlptlonal regulator (IHDJECHE 00056)
Tyrosine recombinase XerC (IHDJECHE 00063)
\ Multldrug efflux pump Tap (IHDJECHE_00052)

Tn3 amllytransposase TnAs3 (IHDJECHE_00066)

DNA-invertase hin (IHDJ ECHE_OOOéS) 54
69167 | Jea| | | ||58 T53 | macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (IHDJECHE_00051)

[ N __L_ | -_—
IMGPR _plasmid_2938778438_000001: 30,537-54,640 (-)
ANT_3pp_AadA3-NCBIFAM ANT(3”) la family aminoglycoside nucleotidyltransferase AadA3 (NFO33127.1) (MDCGEMJF_00042)
SMR_gac_E-NCBIFAM quaternary ammonlum compound efflux SMR transporter QacE (NF000276.2) (MDCGEMJF_00041)
trim_DfrA12-NCBIFAM trlmethoprlm resistant dihydrofolate reductase DfrA12 (NFO00053.2) (MDCGEMJF_00043)
chloram_CatA-NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFO00491.1) (MDCGEMJF_00049)
Sul1"NCBIFAM sulfonamide-i re5|stant dlhydropteroate synthase Sul1l (NFO00294.1) (MDCGEMJF_00040)
putative chromate transport protein (MDCGEMJF_00038)
1S6 family transposase 1S6100 (MDCGEMJF_00036)
Trans‘criptior\ai reguiator(ﬂDCGEMJF_OOO?ﬂ)
Tyrosine recombinase XerC ‘(MD‘CGE‘MJF_00544)
| Multidrug efflux pump Tap (MDCGEMJF_00033)

Tn3 family transposase TnAsS“(M‘DC:GEMJFLOO‘O4‘7)
DNA-invertase hin (MDCGEMJF_00046) 35
5048 | 45| | | ||39 134 | macrolide MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (MDCGEMJF_00032)

| N . —— -_—
IMGPR _plasmid_2907825757_000001: 17,207-41,310 (-)
ANT_3pp_AadA3-NCBIFAM ANT(S“) la family aminoglycoside nucleotidyltransferase AadA3 (NFO33127.1) (LLPJOHBJ_00093)
SMR_gac_E-NCBIFAM quaternary ammomum compound efflux SMR transporter QacE (NF000276.2) (LLPJOHBJ_00092)
trim_DfrA12-NCBIFAM trlmethoprlm resistant dihydrofolate reductase DfrA12 (NFO00053.2) (LLPJOHBJ_00094)
chloram_CatA-NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFO00491.1) (LLPJOHBJ_00100)
Sul1"NCBIFAM sulfonamide-i re5|stant dlhydropteroate synthase Sul1 (NFO00294.1) (LLPJOHBJ_00091)
putative chromate transport protein (LLPJOHBJ_00089)
1S6 famlly transposase 1S6100 (LLPJOHBJ_00087)
1S1 family transposase I1S1D (LLPJOHBJ 00101)
Transcrlptlonal regulator (LLPJOHBJ_00088)
Tyrosine recombinase XerC LLPJOHBJ,OOO55
4 LMuItidrué efflux pump Tap (LLPJOHBJ_00084)
Tn3 family transposase TnAs3 (LL! JOHBJ_OOO%)
DNA-invertase hin (LLPJOHBJ_00097) ‘ ‘
| 199 | T9s| | | [l

TSE _macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NF000254.1) (LLPJOHBJ_00083)

- e _ L -_—
IMGPR_plasmid_2718217967_000002: 59,851-83,954 (-)
ANT_3pp_AadA3-NCBIFAM ANT(3") la family aminoglycoside nucleotidyltransferase AadA3 (NFO033127.1) (GLFAOGHM_00010)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (GLFAOGHM_00011)
trim_DfrA12-NCBIFAM trlmethoprlm resistant dihydrofolate reductase DfrA12 (NFO00053.2) (GLFAOGHM_00009)
chloram CatA-NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFO00491.1) (GLFAOGHM_00003)
Sul1-NCBIFAM sulfonamide- resnstant dlhydropteroate synthase Sul1 (NF000294.1) (GLFAOGHM_00012)
putative chromate' transport protein (GLFAOGHM_00014)
1S6 famlly transposase 1S6100 (GLFAOGHM_00016)
151 family transposase 151D (GLFAOGHM_00002)
Trans‘cript‘ionaI regul‘ator( LFAOGHM_00015)
yrosine recombinase XerC (GLFAOGHM_00008)
\ T \ Multidrug efffux pump Tap (GLFAOGHM_00018)
Tn3 family transposase TnAs3 (GL‘FA‘O‘GHM‘_OOOO‘S)
DNA-invertase hin (GLFAOGHM_00006)
| ] 4 [ I G 17 | macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (GLFAOGHM_00019)

- N -_—
IMGPR _plasmid_2684623202_000001: 222-24,325 (+)
ANT _3pp_AadA3-NCBIFAM ANT(3")-l1a family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (LFFPKDJI_00069)
SMR_gac_E-NCBIFAM quaternary ammonlurrTcompound efflux SMR transporter QacE (NFO00276.2) (LFFPKDJI_00068)
trim_DfrA12-NCBIFAM trlmethoprlm re5|stant dlhydrofolate reductase DfrA12 (NFO00053.2) (LFFPKDJI_00074)
trim_DfrA12-NCBIFAM trlmethoprlm resistant dlhydrofolate reductase DfrA12 (NFO00053.2) (LFFPKDJI_00070)
macrolide MphA NCBIFAM Mph(A) family macrolide 2'- phosphotransferase (NFO00254.1) (LFFPKDJI_00059)
chloram_CatA-NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFOOO491 1) (LFFPKDJI_00080)
Sul1"NCBIFAM sulfonamide-i re5|stant dlhydropteroate synthase Sul1 (| NF(500294 1) (LFFPKDJI_00067)
putative chromate transport protein (LFFPKDJI_00065)
ISéfamﬂytransposase ISélOO LFFPkDJI _00063)
Transcrlptlonal regulator(LFFPKDJI '00064)
Tyrosine recombinase Xer! (LFFPKDJLOOO75)
Tyrosine recombinase XerC (LFFPKDJI_00071)
| | A Multidrug efflux pump Tap (LFFPKDJI_00060)

Tn3 family transposase TnAs3 (LFFPKDJI_00078) | 156 family transposase 1526 (LFFPKDJI_00058)
DNA-invertase hin (LFFPKDJI_00077)
8179 | 76| |7372 | 6 Te1 Tn3 family transposase ISSba14 (LFFPKDJI_00057)
_— |

- - N
IMGPR_plasmid_2588254045_000002: 38,716-64,965 (-)
SMR_gac_E-NCBIFAM quaternary ammonlum compound efflux SMR transporter QacE (NFO00276.2) (PHKJDAKB_00168)
trim_DfrA12-NCBIFAM trlmethoprlm resistant dihydrofolate reductase DfrA12 (NFO00053.2) (PHKJDAKB_00163)
chloram_CatA-NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFO00491.1) (PHKJDAKB_00157)
Sul1-NCBIFAM sulfonamide-resistant dlhydropteroate synthase Sul1 (NF000294.1) (PHKJDAKB_00169)

Streptomycm 3"- adenylyltransferase t?KJDAKB_OOléA)

Streptomycin 3"-ad‘enylyltransterase (PHKJDAKB_00167)
putative t:hr‘omate?r‘an‘sport protein (PHKJDAKB_00171)
IS3 family transposase ISKpn18 (PHKJDAKB_00165)
1S3 family transposase I§Kpn18 PHKJDAKB _00166)
|S6 family transposase 1S6100 (PHKJDAKB_00173)
Transcrlptlonal regulatorTHKJDAKB 00172)
Tyrosine recombinase XerC (PHKJDAKB 00162) ‘
L J ult‘ldrug‘ef lux pump Tap (PHKJDAKB_00176)
Tn3 amllytransposaseTnAs (P DAKB.00159)
DNA-invertase hin (PHKJDAKB' 00160)

174
156158 | aei| | [[] || 170

TiLlS _macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NF000254.1) (PHKJDAKB_00177)

- - —_— -_—
IMGPR _plasmid_2851453726_000001: 152,152-177,561 (+)
macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (FJLCEJAH_00035)
chloram_CatA-NCBIFAM type A chﬁamphenicol O-acetyltransferase (NFO00491.1) (FJLCEJAH_00027)
156 family transposase 156100 (FJLCEJAH_00031)
1S1 famlly transposase IS1D (FJLCEJAH 00026)
Multidrug efflux pump Tap {FJLCEJAH_00034)

Tn3family transposase TnAs3 (FJLCEJAH_00029)

DNA-invertase hin (FJL‘CEJAH‘_OOOSO)
32 ‘

‘ 28 33 15110 family transposase 1S5075 (FJLCEJAH_00039)

\MG-Ppr\asmid7266376302270005ﬂ: 23,743-41,521 (+)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter Qack (NFO00276.2) (KMMOIBGL_00112)
Sul1-NCBIFAM sulfonamide-resistant dlhydropterBate synthase Sul1 (NFO00294.1) (KMMOIBGL_00111)
Glutathione transport system permease protein GsiD (KMMOIBGL 00123)
Glutathione transport system permease protein GsiC (KMMOIBGL 00122)
Aliphatic amidase expression-regulating protein (KMMOIBGL_00125)
Glutathione import ATP-binding protein GsiA (KMMOIBGL_00119)
putative chromate transport protein (KMMOIBGL_00109)
1566 family transposase ISEc22 (KMMOIBGL_00118)
1566 family transposase [SEc22 (KMMOIBGL_00117)
1566 family'transposase 1SCfr14 (KMMOIBGL 00116)
\ \ 1S6 family transposase 1S6100 (KMMOIBGL_00107)
Glutathione-binding protein GsiB (KMMOIBGL_00121)  Transcriptional regulator (KMMOIBGL_00108)
SigE (VF0295) (KMMOIBGL_00128) | Multidrug efflux pump Tap (KMMOIBGL_00104)
Protein FecR (KMMOIBGL 00129)  |Tn3 family transposase 1S3000 (KMMOIBGL 00113)
126 ‘ Formamidase (KMMOIBGL_ 00120)

127 [124] | | T |

115 106
4 ‘ ‘110 ‘ ‘ T125 _macrolide_MphA-NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NF000254.1) (KMMOIBGL_00103)

- — -_— -_—
IMGPR_plasmid_2938805805_000001:80,288-113,751 (-)

AAC_6p_lb-NCBIFAM AAC(6')-Ib family aminoglycoside 6'-N-acetyltransferase (NFO33074.0) (OCOKHAHA_00102)
PDC-509_WP_091549517.1 (OCOKHAHA_00103)
Lysis protein for colicin N (OCOKHAHA_00090)
Cloacin immunity protein (OCOKHAHA_00089)
Transposon Tn3resolvase (OCOKHAHA _ OOl(ﬁ)

Regulatory protein rop (OCOKHAHA_00095)
Tn famlly transposase Tn3 (OCOKHAHA_OO 100
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IMGPR_plasmid_2896824732_000002: 70,676-91,596 (-)
blaPEN-Bcc-NCBIFAM PEN family class A beta-lactamase, Bce-type (NFO00320.3) (IEIALIBG_00099)
Putative t?';nsposon Tn552 DNA-invertase bin3 (IEIALIBG_00092)
1S5 family transposase ISAeme7 (IEIALIBG_00096)
Fertility inhibition protein (IEIALIBG_00116) ISAs1 familytransposase ISKpn31 (IE|ALIBG_OOO97)
Tyrosine recombinase XerC (IEIALIBG_00104) ‘ ﬁ@t‘ative chromate transport protein (IEIALIBG_00089)
ardiolipin synthase A (IEIALIBG 00111) 151182 famllytransposase ISKpr‘\é(‘IEIALIB‘G_OOO?S)
Tn3fam|lytransposaseISPsy42(IEIALIBG 00103) ‘ ‘ IS‘(SfamlIytransposase 1S6100 (IEIALIBG_00087)
RNA chaperone ProQ (IEIALIBG_00108) J Tn3 family transposase(IEIALIBG %O‘?l)
11411 107 105 DrmD_00013 DrmD (IEIALI G_OOlOi 94 Transcrlptlonal regulator(IEIALIBG_OOOSB)
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IMGPR _plasmid_2851465294_000001: 69,838-104,025 (-)
Colicin-E9 immunity protein (EKCJKBEL_00095)
89
91 |88 86
T97 96 93 90| [87] 85

IMGPR_plasmid_2851431590_000002: 69.790~8?123 ()
Glutathione transport system permease protein GsiD (OMLGHPOL_00067)
Glutathione transport system permeaseﬁotein GsiC (OMLGHPOL_00068)
Aliphatic amidase expres‘s?)n‘-regulating protein (OMLGHPOL_00065)
Fe‘(3+)ﬂ‘|§trate-binding periplasmic protein (OMLGHPOL_00059)
Glutathione import ATP-binding protein GsiA (O LGHPdL_OOO71)
Fe(3+j d|:|trate transport protein FecA (OMLGHPOL_00060)
Glutathione- blndlng protein GS|B OMLGHPOL _00069) ISllOfamlIy transposase 1S4321R (OMLGHPOL_00054)

1S66 family transposase ISEc22(OMLGHPOL 00072 ABC transporter(VF0741) (OMLGHPOL 00056)
1S66 family transposase 1SCfr14 (OMLGHPOL_00074) ABC transporter(VFO741) (OMLGHPOL_00058)
1566 family transposase ISEc22 (OMLGHPOL_00073) [SigE (VF0295) (OMLGHPOL 00062)
GTP 3'8-cyclase (OMLGHPOL 00078)| [Protein FecR (OMLGHPOL _00061)
81 76 Formamidase (OMLGHPOL_00070) | 64 AB?ransporter (VFO741) OMLGHPOL_00057)

o 79 | 77 5
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IMGPR_plasmid_2728369388_000002: 35,768-69,900 ()

Glutathione transport system permease protein GsiD (FGBEBMNK_00035)
Glutathione transport system permease protein GsiC (FGBEBMNK_00034)
Aliphﬁatic‘amidase expression-regulating protein (FGBEBMNK_00037)

Fe(3+) dicitrate-binding periplasmic protein (FGBEBMNK_00043)

3+) dicitrate transport protein FecA (FGBEBMNK_00042)

ISllO famlly transposase 1S5075 (FGBEBMNK_00048)
ABC transporter (VF0741) (FGBEBMNK_00046)
ABC transporter (VF0741) (FGBEBMNK_00044)
SigE (VF0295) (FGBEBMNK_00040)
Protein FecR (FGBEBMNK_00041)
38 ABC transporter (VFO741) (FGBEBMNK_00045)
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IMGPR_plasmid_2687453595_000002:43457-64,777 (+)
Glutathione transport system permease protein GsiD (GAINCMIN_00032)
Glutathione transport system pe?rnease protein GsiC (GAINCMIN_00033)
Aliphatic amidase expression-regulating ‘pl%t?ein (GAINCMIN_00030)
Zinc-type alcohol dehydrogenase-like protein (GAINCMIN_00018)
Fe(3+) dicitrate-binding periplasmic protein (GAINCMIN_00024)
15110 family transposase 154321R (GAINCMIN_00019) |
1S5 family transposase 1S903 (GAINCMIN_00012) ‘Fe 3+ dicitrate transport protein FecA (GAINCMIN 00025,
ABC transporter (VFO741) ( GAINCMIN _00021) Glutathione |mportATP—binding protein GsiA (GAINCMIN_00036)

Lactose operon repressor (GAINCMIN_00017) 166 family transposase ISEc22 (GAINCMIN_00037)
Lactose permease (GAINCMIN_00015) \ \ Glutathione-binding protein GsiB (GAINCMIN_00034)
Shango_ SngB (GAINCMIN_OOle) ‘ ABC transporter (VFO741) (GAINCMIN_00023) 1S66 family tr‘ansposase‘ISEc22 (GAINCMIN_00038)
Beta-galactosidase (GAINCMIN_00016) SigE (VF0295) (GAINCMIN_00027)|  IS66 family transposase ISCfr14 (GAINCMIN_00039)
Shango__SngA (GAINCMIN_00011) \ \ rotein FecR (GAINCMIN_00026) \ \ GTP'3' B-cyclase (GAINCMIN_00043)
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IMGPR _plasmid_2851426014_000001:7-56,623 (+)
Glutathione transport system permease protein GsiD (NAKOGJMC_00177)
Glutathione transport system permease protein GsiC (NAKOGJMC_00176)
Aliphatic amidase expression-regulating prTln (NAKOGJMC_00179)
Zinc-type alcohol dehydrogenase-like protein (NAKOGJMC_00190)
Fe(3+) dicitrat'e-binding periplasmic protein (NAKOGJMC_00185)
Fe(34) dicitrate transport protein FecA (NAKOGJMC_00184)
IS5 family transposase 15903 (NAKOGIMC OOl%L | ] ]
ABC transporter(VFO741) NAKOGJMC_00188) Glutathione import ATP-binding protein GsiA (NAKOGJMC_00173)
ABC transportemF0741) (NAKOGJMC_OOlSé) 1566 family transposase ISEc22 (NAKOGJMC_00172)
Lactose operon repressor (NAKOGJMC_00191) ‘ 1566 family transposase [SEc22 (NAKOGJMC_00171)

Lactose permease (NAKOGIMC_00193) Glutathione-binding protein GsiB (NAKOGIMC_00175)
Beta-galactosidase (NAKOGIMC 00192) SigE (VF0295) (NAKOGIMC_00182) 1566 family transposase ISCfr14 (NAKOGIJMC_00170)
195 \ (L Protein FeéR(NAKJGJMc_obiss)\ \ \ GTP 3'8-cyclase (NAKOGJMC_00166)
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IMGPR_plasmid_2922844242_000003: 144,828-184,098 (-)
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