16S_rRNA_Rmt_B-NCBIFAM RmtB family 16S rRNA (guanine(1405)-N(7))-methyltransferase (NF033209.1) (MEBCLGGG_00164)
ANT_3pp_AadA3-NCBIFAM ANT(C’;“)-Ia family aminoglycoside nucleotidyltransferase AadA3 (NFO33127.1) (MEBCLGGG_00175)
SMR_gac_E-NCBIFAM quaternary‘ammonium compound effluxEMR transporter QacE (NF000276.2) (MEBCLGGG_00174)
trim_DfrA1_like-NCBIFAM trimethoprim-resistant dihydrofolate reductase DfrA (NFO00330.1) (MEBCLGGG_00191)
trim_DfrA19-| NCBlFAM trimethoprim-resistant dihydrofolate reductase DfrA19 (NFO00041.1) (MEBCLGGG_00187)
ANT_2pp_la-NCBIFAM aminoglycoside nucleotldyltransferase ANT(2")-1a NF000664 3) (MEBCLGGG 00179)
APH_3pp_Ib-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-Ib (NFO32895.1) MEBCLGGG,OOlSll J
blaVEB-NCBIFAM VEB family extendedl-spectrum class A beta-lactamase (NFOdO390. ) (MEBCLGGG_00180)
FloR-NCBIFAM chIoramphen|col/ﬂorfen|col efflux MFS transporter FIoRl NFOOO219 1) (MEBCLGGG 00172)
FloR-NCBIFAM chIoramphen|col/florfen|col ef‘llux MFS transporter FloR (NFO00219. 1) (MEBCLGGG 00177)
rifampin_ ARR-NCBIFAM NAD(+ )--r|famp|n ADP- rlbosyltransferase(NF033144 i) (MEBCLGGG 00178)
l l l l l putatlve phosphite transport system- bindlng protein PtxB (MEBCLGGG_00205)
APH_6-NCBI AM APH(6)-I family aminoglycoside O-phosphotransferase (NFO121 10) (MEBCLGGG_00152) Phosphate import permease protein PhnE (MEBCLGGG_00204)
Sul2-NCBIFAM sulfonamide-resistant d|hyclropteroate synthase Sul2 le000295 1) (MEBCLGGG_00150) LHTH type transcriptional activator CmpR (MEBCLGGG_00202)
| | 15110 family transposase 154321R (MEBCLGGG_00185) T ]
tet MFS_G-NCBIFAM tetracycline efflux MFStransporter Tet( ) (NF012192.0) (MEBCLGGG_00170) Tn3 family transposase ISSba14 (MEBCLGGG_00209)
| l; blaOXA-5 _like-NCBIFAM OXA-5 family class D beta-lactamase (NFO40527.2) (MEBCLGGG_00176) IS5 family transposase ISThi1 (MEBCLGGG_00207)
tet_MFS_G-NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO12192.0) (MEBCLGGG_00155) | 1S5 family transposase ISThi1 MEBCLGGG _00201)
Tetracycline repressa'}rotem class A from transposon 1721 MEBCLGGC 00154% l 1S6 family transposase 156100 (MEBCLGGG 60193 l
l HTH- typetranscnptlonalregulator dela (MEBCLGGG_00169) lSéfamlIytransposaseISlE(MEBCL GG 00198
ISL3 family transposase ISAeme19 ( MEBCLGGG _o0t66) | || | lIS4famllytransposaselSlOA (MEBCLGGG 00199)
| 1S4 family transposase IS10A (MEBCLGGG_00181) IS6 family transposase 1526 (MEBCLGGG_00200)
1S6 family transposase 1S26 (MEBCLGGG_00160) Téfamllytransposase 1526 (MEBCLGGG_00189)
l Transposon Tn3resolvase MEBCLGGG _00162) l Tyrosine recombmase&er(ﬁ MEBCLGGG Of)ll?O
Nucleoid occlusion protein (MEBCLGGG 00147) Tyrosine recombinase XerC (MEBCLGGG 00182) l Phosphonate dehydrogenase( EBCLGGG _00203)
Tn3'family transposase Tn2 (MEBELGGG_00161) Tn3 family transposase TnAs2 (MEBELGGG 00184) 156 family transposase 1526 (MEBCLGGG_00208)
L | |Beta-lactamase TEM (MEBCLGGG_00163) lMTase 11100147 Type (MEBCLGGE 00195}
15A(MEBCLGGG 00148)| | | | | REase_I| oodéb Type ivTi;r CLGGG.00194) L
l157 Jéo KDa chaperonin (MEBCLGGG_00167) NA-invertase hin (MEBCLGGG_00183) Viu PDGc‘sys‘tem v
156 15 Tetracycline repressor protein class G ME‘BCl_GGG_OOi71)i T ‘ ‘ 188
192

196 H
|Tis8"| | [ | 15| [168| [T [173 || | [[] | 186il
CHAAA

197

OléZ7) (MEBCLGGG_00206)

l l l 15110 family transposase 155075 (MEBCLGGG_00210)
DD

- — _— - -
lMGPR,plasmid72925450510,000005: 114,423-175,318 (+)
16S_rRNA_Rmt_B-NCBIFAM RmtB family 16S rRNA (guanine(1405)-N(7))-methyltransferase (NF033209.1) (AIJDNEAJ_00166)

ANT_3pp_AadA3-NCBIFAM ANT(3")-la family aminoglycoside nucleotidyltransferase AadA3 (NFO33127.1) (AIJDNEAJ_00177)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (AIJDNEAJ_00176)
ANT _2pp_la- NCBIFAM aminoglycoside nucleotidyltransferase ANT(2")-1a (NFOO0064.3) (AIJDNEAJ_00181)
APH_3pp_Ib-NCBIFAM aminoglycoside O- phosphotransferaseAPH(3"l Ib NF032§95 1) (AIJDNEAJ_00153)
APH_6- NCBIFAM APH(6)-I family aminoglyc05|de0 phosphotransferase(NF012171 0) (AIJDNEAJ_00154)
blaVEB-NCBIFAM VEB family extended spectrum class A beta-lactamase (NF000390.2) (AIJDNEAJ_00182)
FloR-NCBIFAM chIoramphen|col/florfen|col efflux MFS transporter FIORW\IFOOO219.1) (AIJDNEAJ_00174)
l/l | FloR-NCBIFAM chloramphenicol/florfenicol efflux MFS transporter FloR (NFO00219.1) (ALJIDNEAJ_00179)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NF000255.1) (ALIDNEAJ_00152)
l rifampin_ ARR-NCBIFAM NAD( +)—-r|famp|n ADP- r|bosyltransferase (NF033144.1) (AIJDNEAJ_00180)
FS_G-NCBIFAM tetracycline efflux MFS transporterTet G) (Nll—'012192 0) (AIJDNEAJ_00172)
tet,MFS,G NCBIFAM tetracycline efflux MES transporter Tet(G) (NFO12192.0) (AIJDNEAJ_00157)
| | ] blaOXA-5_like-NCBIFAM OXA-5 family class D beta-lactamase (NF040527.2) (ALIDNEAJ_00178)
Tetracycline repressor protein class A from lransposon 1721 (AIJDNEAJ_00156) l l l
l HTH- typetranscnptional regulator HdfR AIJDNEAJ _00171)
ISL3 family transposase ISAeme19 (ALIDNEAJ 00168) l |
156 family transposase 1526 (AIJDNEAJ_00162) | | | | | 156 family transposase 156100 (ALIDNEAJ_00189)
rahsposon Tn3resolvase (AIIDNEAJ_00164) 154 fami ytransposase IS10A (AIJDNEAJ 00183)

amily transposase Tn2 (AIJDNEAJ_00163) MTase_[1_00147 Type (AIJDNEAJ 00187)
Beta-lactamase TEM (AIJDNEAJ_00165) REase_[_00069 Type (AIJDNEAJ_00188)
l 159 Tetralc%lihe repressor prdtem class (AIJDNEA‘J‘_O‘O173) 186
158161 60kDa chaperonin (AIJDNEAJ 00169 185

155 [[d60° | | | | 167] T170 | | l17 184]| 190

[ _— - | (L1 Bl 1 | I
IMGPR _plasmid_2922838355_000003: 114,419-154,992 (+)

16S_rRNA_Rmt_B-NCBIFAM RmtB family 16S rRNA (guanlne(1405) N(7))-methyltransferase (NFO033209.1) (ANEMDOCJ_00015)
ANT_3pp_AadA3-NCBIFAM ANT(3")-la family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (ANEMDOCJ_00025)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NF000276.2) (ANEMDOCJ_00024)
trim_DfrA12-NCBIFAM trimethoprim—resistahtTdihydrofolate reductase DfrA12 (NFO00053.2) (ANEMDOCJ_00026)

Erm42-NCBIFAM 235 rRNA (adenine(2058)-N(6))-methyltransferase Erm(42) (NFO00077.1) (ANEMDOCJ_00007)
APH_3pp_Ib-NCBIFAM aminoglycoside O-phosphotransferase APH(3"]-Ib (NF032895.1) (ANEMDOCJ_00036)
AAC_3_II- NCBIFAM AAC(3)-11 famlly aminoglyc05|de N- acetyltransferase (NF033080.0) ANEIVlDOCJ _00029)
APH_6-| NCBIFAM APH(6)-1 family ar ammoglycosrdeO phosphotransferase (NF012171.0) (ANEMDOCJ_00035)
FloR-NCBIFAM chloramphen|co|/florfen|co| efflux MFS transporter FloR (NF000219.1) ( ANEMDOCJ _00022)
Sul2-NCBIFAM sulfonamide- re5|stantd|hydr0pteroate synthase Sul2 (NF000295 1) (ANEMDOCJ 00037)
tet MFS_G-NCBIFAM tetracycline efflux MFS transporter Tet(G) (NF012192.0) (ANEMDOCJ_00020)
HTH -type transcrlptional regulator HdfR (ANEMDOCJ_00019)
Tetracycline repressor protein class G ANEMDOCJ _00021)

Tunicamycin resistance protein (ANEMDOCJ 00030 Is3 family transposase ISMaq1 (ANEMDOCJ_00006)

151182 family transposase ISCfrT (ANEMDOCJ.00033)| | 154 family transposase ISPa13 (ANEMDOCJ_00008)
156 family transposase 1526 (ANEMDOCJ_00028) 156 family transposase 1526 (ANEMDOCJ_00005)
l l l Trahsposon Tn3resolvase (ANEMDOC),OdOiE{)
PDC-$36_WP_084151199.1 (ANEMDOCJ_00032] | Tn3 family transposase Tn2 (ANEMDOC)_00012)
J | Beta-lactamase TEM (ANEMDOC_| ood14J ‘

60 kDa chaperonin (ANEMDOCJ_00017

yrosine recombinase XerC (ANEMDOCJ_00027) Pld (VF0491) (ANEMDOCJ_00002)
Beta-lactamase TEM (ANEMDOCJ' 000321 10
1T | lsa]]| 23 18 |16 119 43| Type IV secretion system protein VirB11 (ANEMDOCJ_00001)
- - -

- ] - LN _1] -_—
IMGPR _plasmid_2912551535_000005: 45-39,428 (-)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (EGLLPHOO_00209)
APH_6-NCBﬂEAM APH(6)-I family aminoglycoside O-phosphotransferase (NF012171.0) (EGLLPHOO_00210)
FloR-NCBIFAM ¢ chloramphen|col/florfen|col efflux MFS transporter FloR (NF000219.1) (EGLLPHOO_00216)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (EGLLPHOO_00208)
tet_MFS_G-| NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO12192.0) (EGLLPHOO_00213)
Tetracycllne repressor proteln class A from transposon 1721 (EGLLPHOO_00212)

HTH-type transcrlptional regulator HdfR (EGLLPHOO_00215)
1S family transposase 1526 (EGLLPHOO_00222)

l L 219
211 214

217 l 221
T218220 | 223
L R | o)
IMGPR _plasmid_2852493762_000001:175,517-191,526 (+)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (OCPCIJPP_00010)
APH,é-NCBﬂEAM APH(6)-I family aminoglycoside O-phosphotransferase (NF012171.0) (OCPCIJPP_00009)
FIoR-NCBIFAlvTchIoramphenicol/florfenicol efflux MFS transporter FloR (NF000219.1) (OCPCIJPP_00003)
Sul2-NCBIFAM sulfonamide resistant dihydropteroate synthase Sul2 (NF000295.1) (OCPCIJPP_00011)
tet_ MFS_G- NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO12192.0) (OCPCIJPP_00006)
Tetracyclme repressor protem class A from transposon 1721 (OCPCIJPP_00007)
HTH-type tra‘ns‘crlp‘tio‘naTl rrgulator HdfR (OCPCIJPP_00004)
8 5 2 1

L B ] LB __J
IMGPR _plasmid_2568526395_000002: 119-13,379 (-)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (HMEGFLEL_00052)
APH,é-NCBﬂEAM APH(6)-I family aminoglycoside O-phosphotransferase (NFO12171.0) (HMEGFLEL_00053)
FIoR-NCBIFANTchIoramphenicol/ﬂorfenicol efflux MFS transporter FloR (NFO00219.1) (HMEGFLEL_00059)
Sul2-NCBIFAM sulfonamide resistant dihydropteroate synthase Sul2 (NFO00295.1) (HMEGFLEL_00051)
tet_ MFS_G- NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO12192.0) (HMEGFLEL_00056)
Tetracyclme repressor protem class A from transposon 1721 (HMEGFLEL_00055)
HTH-type transcriptional regulator HdfR (HMEGFLEL_00058)
| 196 family transposase 1526 (HMEGFLEL 00067)
1S6 family transposase 1526 (HMEGFLEL_00065)

70
62 64
57 | 60 61 63] |66

69 72
54 6§ 71
L R Lo d
IMGPR_plasmid_2939086508_000002:40,728-60,232 (+)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (EBAIICOK_00047)
APH,6-NCBHEAM APH(6)-I family aminoglycoside O-phosphotransferase (NF012171.0) (EBAIICOK_00046)
FIoR-NCBIFAlvTchIoramphenicol/florfenicol efflux MFS transporter FloR (NFO00219.1) (EBAIICOK_00040)
Sul2-NCBIFAM sulfonamide resistant dihydropteroate synthase Sul2 (NFO00295.1) (EBAIICOK_00048)
tet_ MFS_G- NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO12192.0) (EBAIICOK_00043)
Tetracyclme repressor protem class A from transposon 1721 (EBAIICOK_00044)
HTH-type transcrlptional regulator HdfR (EBAIICOK_00041)
156 tamily transposase 1526 (EBAIICOK_00034)
l J 37 35| IS6 family transposase 1526 (EBAIICOK_00032)
45 |42 | 39 38 36] |33

. L __B__]
IMGPR _plasmid 2687453519 000001: 15,128-34,632 (-)
APH_3pp_Ib-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-Ib (NF032895.1) (KIGEECJO_00106)
APH_6—NCBHEAM APH(6)-I family aminoglycoside O-phosphotransferase (NFO12171.0) (KIGEECJO_00105)
FloR-| NCBIFANTchIoramphen|col/florfen|co| efflux MFS transporter FloR (NFO00219.1) (KIGEECJO_00100)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (KIGEECJO_00107)
tet_ MFS_G- NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO012192.0) (KIGEECJO_00103)
Tetracycllne repressor proteln class A from transposon 1721 (KIGEECJO_00104)
HTH-type transcriptional regulator HdfR (KIGEECJO_00101)
156 family transposase 1526 (KIGEECJO_00094)

L ‘ 97 95| 1S6 family transposase 1526 (KIGEECJO_00092)

99 98 96] |93

o

L B L)
IMGPR_plasmid_2843899918_000001: 63,846-83,350 (-)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (HIEDAFFN_00067)
AAC,S,II-NCEIFAM AAC(3)-Il family aminoglycoside N-acetyltransferase (NFO33080.0) (HIEDAFFN_00053)
APH_6-NCBIEAM APH(6)-1 family aminoglchoside O-phosphotransferase (NF012171.0) (HIEDAFFN_00066)
FloR-NCBIFAM chloramphenicol/florfenicol efflux MFS transporter FloR (NF000219.1) (HIEDAFFN_00060)
Sul2-NCBIFAM sulfonamide-resistant d|hydropter0ate synthase Sul2 (NFO00295.1) (HIEDAFFN_00068)
tet MFS_G- NCBIFAM tetracycline efflux Ml:S transporter Tet(G) (NFO12192.0) (HIEDAFFN_00063)
Tetracycllne repressor proteln class A from transposon 1721 (HIEDAFFN_00064)
HTH-type transcrlptional regulator HdfR (HIEDAFFN _00061)
1S6 famllytransposase IS26 (HIEDAFFN_00054)
Transposon Tn3resolvase (HIEDAFFN_00051)
Beta-lactamase TEM (HIEDAFFN_00052)
‘ 5755 T ‘
65 162 |59 58 56 156 family transposase 1526 (HIEDAFFN_00050)

LB ] L] -

IMGPR _plasmid 2636415517_000001: 32,106-53,667 (-)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (OINFPEOO_00177)
APH_6-NCBIFAM APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (OINFPEOO_00176)
FloR‘NCBIFAM chloramphenicoI/florfenicol efflux MFS transporter FloR (NF000219.1) (OINFPEOO_00170)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (OINFPEOO_00178)
teTMFS G- NCBIFAM tetracycline efflux MFS transporter Tet(G) (NF012192.0) (OINFPEOO_00173)
Tetracycllne repressor protein class A from transposon 1721 (OINFPEOO_00174)
HTH-type transcrlptional regulator HdfR (OINFPEOO_00171)

1S6 family transposase 1526 (OINFPEOO_00164)

167
l L 169 116 1S6 family transposase 1526 (OINFPEOO_00162)
175 172 | | 168166 [163

- L )
IMGPR _plasmid 2939101819 000002: 129,263-145,614 (-)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (AFAKPIFP_00203)
APH_é-NCBﬂEAM APH(6)-I family aminoglycoside O-phosphotransferase (NF012171.0) (AFAKPIFP_00202)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (AFAKPIFP_00204)
tet_MFS_G-NCBIFAM tetracycline efflux MFS transporter Tet(G) (NF012192.0) (AFAKPIFP_00199)
blaTEM-NCBIFAM TEM family class A beta-lactamase (NFO00531.2) (AFAKPIFP_00191)
Tetracycline repressor protein class A?'om transposon 1721 (AFAKPIFP_00200)
Methyl- accepting ‘Chemotaxis protein Mch (AFAKPIFP_00193)
Glycerol 38 phosphate regulon repressor (AFAKPIFP_00192)
1S6 family transposase 1526 (AFAKPIFP_00194)
197
19819
| T496 |

l _1S6 family transposase 1S26 (AFAKPIFP_00190)

L BN -_— L.
IMGPR _plasmid 2765235847 _000002: 156,376-174,402 (-)
erm_B_23S_MT-NCBIFAM 23S rRNA (adenine(2058)-N(6))- methyltransferase Erm(B) (NF012220.1) (EICFCLBH_00212)
APH_3pp_lb-NCBIFAM aminoglycoside O-| phosphotransferase APH( ")-1b (NFO32895.1) (EICFCLBH_00189)
APH_6- NCBIFAM APH(6)-1 family aminoglycoside O- phosphotransferase(NF012171.0) (EICFCLBH_00190)
FIoR-NCBIFAM ¢ chIoramphen|col/florfen|col efflux MFS transporter FloR (NF000219.1) (EICFCLBH_00196)
Sul2-NCBIFAM sulfonamlde resistant dihydropteroate synthase Sul2 (NFO00295.1) (EICFCLBH_00188)
Fos_GSH- i:rCBIl:AM fosfomycm resistance glutathione transferase (NF000496.1) (EICFCLBH_00203)
tet MFS_G- ‘NCBIFAM tetracycline efflux MFS transporter Tet(G) (NF012192.0) (EICFCLBH_00193)
Tetracycllne repressa’proteln class A from transposon 1721 (EICFCLBH_00192)
HTH-type transcriptional regulator deR(ElCFCLBH 00195) l
is6 family transposase 1S26 (EICFCLBH_00207)
156 family transposase 1526 (EICFCLBH_00202)
6oTD‘a chap‘eronm (EICFCLBH_00209)
199

197 201 l Jzn
191 194 T198 00 | lEo 208210]| 213

EE — - L] -
IMGPR _plasmid_2897298125_000002: 153,466-177,143 (+)
ANT_3pp_AadA3-NCBIFAM ANT(3") la family aminoglycoside nucleotidyltransferase AadA3 (NFO33127.1) (ANKLAPML_00066)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (ANKLAPML_00065)
SMR_gac_E-NCBIFAM quaternary ammomum compound efflux SMR transporter QacE (NFO00276.2) (ANKLAPML_00057)
trim_DfrA1_like-NCBIFAM trimethoprim -resistant d|hydrofo|ate reductase DfrA (NFO00330.1) (ANKLAPML_00067)
AAC_6p_Ib-NCBIFAM AAC(6) Ibeamlly aminoglyc05|de 6'-N-acetyltransferase (NFO33074.0) (ANKLAPML_00069)
macrolide MphA NCBIFAM Mph(A) family macrolide 2'-phosphotransferase (NFO00254.1) (ANKLAPML_00049)

APH_3pp_Ib-NCBIFAM amlnoglyc05|de0 -phosphotransferase APH(3" ﬁB(NFO32895 1) (ANKLAPML_00076)
AAC_3_II-NCBIFAM AAC(3)-Il family aminoglycoside N-acetyltransferase (NFO33080.0) (ANKLAPML_00073)

L | |] AAC_3_II-NCBIFAM AAC(3)-1I family aminoglycoside N-acetyltransferase (NFO33080.0) (ANKLAPML_00033)
APH_6-NCBIFAM Al H(6)-Ifamilyaminoglycoside O-phosphotransferase(NF012171.0) (ANKLAPML_O%75)

LI | FloR-NCBIFAM chloramphenicol/florfenicol efflux MFS transporter FloR (NF000219.1) (ANKLAPML_00041)
Sul2-NCBIFA sulfonamlde re5|stantd|hydr0pteroate synthase Sul2(NFb00295 1) (ANKLAPML 00077)
Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul1 (NFO00294.1) (ANKLAPML_00064)

Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase sul1' (NFO00294. 1) (ANKLAPML 00056)
blaNDM-NCBIFAM NDM family subclass B1 metallo-beta-lactamase (NFO00259.2) (ANKLAPML_00060}
rifampin_ARR-NCBIFAM NAD(+)--rifampin ADP-ribosyltransferase (NF033144.1) (ANKLAPML _00068)
rifampin_ARR-NCBIFAM NAD(+)--rifampin ADP-ribosyltransferase (NF033144.1) (ANKLAPML_00058)
l l ltet M#s _A- NCBIFAMtetracycIme efflux MFStransporter Tet(A) (NFO12193.0) (ANKLAPML_00044)

ble_ BLMT-NCBIFAM BLMT family bleomycm binding protein (NFOOOOOS 4) (ANKLAPML 00061) d
l l l l l l etracycllne repressor protein class A from transposon 1721 (ANKLAPML_00046)
-(5'-p osphorlbosyl)anthranilate |somerase (ANKLAPML _( 00062 l

l l U l Tetracycline resistance protein, class C (ANKLAPML_00045)
ChIoramphemcoI acety transferase (ANKLAPML OOOSé)

putativechrornatetransport protein (ANKLAPML 0054)

Tunicamycin reS|stance proteln ANl(LAPML _00072) ll—lTH type transcriptlonallrelglulator HdfR (ANKLAPML_00042)
l l LLA SéfamilytransposaseISélOO (ANKLAPML,OOOSZ
156 familytransposase 1526 (A PML_00071) | | | Tunicamycin resistance protein (ANKLAPML_00034)
1S6 family transposase 1526 (ANl(l_APML_OOO74) 1S6 family transposase 1526 lA‘NKLA‘PML_ooo48)

s

Tyrosmé recombinase XerC (AN KL‘A‘PML_OOO 0,

|
DID-ADM

ll l l lT S6 family transposase 1S26 (ANKLAPML_00035)
Transcriptiohal regulator (ANKLAPML _ 00053)

Multidrug efflux pump Tap (ANKLAPML_00050) 38 36

63 || I1]ls5] [ |51 T | |47 |43 |40 39 37T

156 family transposase 1526 (ANKLAPML_00032)

lMGPR»plasmid_29($272501700000 : 5,523—58.19-4(7)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (LOKGCKKN_00166)
APH_6-NCBIFAM APH(6)-1 family aminoglycoside O-phosphotransferase (NFO12171.0) (LOKGCKKN_00167)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (LOKGCKKN_00165)
HTH-type transcriptional regulator HdfR (LOKGCKKN_00169)
l llééﬂ)R-NCBIFAM chloramphenicol/florfenicol efflux MFS transporter FloR (NFO00219.1) (LOKGCKKN_00170)

L BN -_—
IMGPR_plasmid_2814123268_000002: 126,802-135,258 (+)
tet MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NF012174.0) (IMKGFPNK_00006)
chloram_CatA-NCBIFAM type A chIoramphenicﬁO-acetyltransferase (NFO00491.1) (IMKGFPNK_00012)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (IMKGFPNK_00025)
S-(hydroxymethyl)glutathione dehydrogenase (IMKGFPNK_00016)
S5-(hyd roxymethyT)glutalthione dehyd l'ogenase (IMKGFPNK_00007)
Aminoglycoside 3'- phosphotransferase (IMKGFPNK_00003)
Tetracycline repressor protem cIass H (IMKGFPNK_00005)
S- formylglutathione hydrolase FrmB (IMKGFPNK_00008)
Transcriptional repressor FrmR IMKGT:FlNK,OOOlS
RM_Type_i I_TypleII |_REase27 (IMKGFPNK' 00011)
Phosphoglucosamme mutase (IMKCEPNK Ob024
156 family transposase 1526 (IMKGFPNK_00019)
IS6 family transposase 1526 ( IMKGFPNK 0001
1S6 family transposase 1526 llMl(GFPNK 00009)
| | Is6 family transposase 1526 (IMKGFPNK_00004)
oMTase_OOO?Zorphan IMKGFPN?OOOlO
2220 14156 family transposase 1526 (IMKGFPNK_00002)
23 217 |18 ||Tw3| | [ || | | || | T 156 familytransposase 1S15 (IMKGFPNK_00001)

L BN | Ll ] )
IMGPR _plasmid_641210361_000001:47-22,159 (-)
tet MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (ODAMOKGH_00003)
trim_DfrA3-NCBIFAM trimethoprim-Fesistant dihydrofolate reductase DfrA3 (NFO00019.2) (ODAMOKGH_00013)
Sul2-NCBIFAM sulfonamide-resistant clihydropteroate synthase Sul2 (NFO00295.1) (ODAMOKGH_00016)
S-(hyd roxymethyl)glutathione dehyd rogenase (ODAMOKGH_00004)
etracycllne repressor proteln class H (ODAMOKGH_00002)

S formylglutathione hydrolase FrmB (ODAMOKGH_00005)
1591 family transposase ISVsa3 (CDAMOKGH_00014)
Phosphoglucosamine mutase (ODAMOKGH _00015)

1S6 family transposase 1526 (ODAMOKGH_00008)

156 family ti transposase e'1526 (ODAMOKGH_00006)

l 1211 9l —ll l l lLSéfamintransposaseISZé(ODAMOKGH_OOOOl)

- . - -_—
IMGPR _plasmid_641210360_000001: 53-16,613 (-)
APH_3p_VI-NCBIFAM APH(3')-VI family aminoglycoside O-phosphotransferase (NFO33062.0) (PLPDCJPJ_00175)
Erm42-NCBIFAM 23S rRNA (adenine(20§é)-N(é))-methyltransferase Erm(42) (NFO00077.1) (PLPDCJPJ_00162)
Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sull (NFO00294.1) (PLPDCJPJ_00161)
blaNDM-NCBIFAM NDM family subclass B1 metallo-beta-lactamase (NF000259.2) (PLPDCJPJ_00177)
ble_BLMT-NCBIFAM BLMT family bleomycm binding protein (NFO00005.4) (PLPDCJPJ_00178)
N-(5' phosphorlbosyl)anthranilate isomerase (PLPDCJPJ_00179)
Divalent-cation tolerancgproteln CutA (PLPDCJPJ_00181)
Thiol:disulfide |nterchanglelprote|n DsbD (PLPDCJPJ_00180)
ATP-dependent RecD-like DNA helicase FlLPDCJFlJ 00169)
1530 family transposase ISAba125 (PLPDCJPJ_00186)
1530 family transposase |5Abé1‘2‘5 (PLPDCJP)_00176)
153 family transposase ISAba14 (PLPDCJP)_00173)
1S3 family transposase I5Aba14 (PLPDCJPJ_00174)
l l l l 156 family transposase 1526 (PLPDCJPJ_00190)
a chaperonin (PLPDCJP)_00182)
1S6 family transposase 1S26 (PLPDCJPJ 00168 l ’l l DNA-invertase hin (PLPDCJPJ_00187)
| HspéO (VF0159) (PLPDCJPJ. ooTss)l
191

165
163 1 16 185 188
184 |18

| T164166 | l 170lll

L R - -_— —

IMGPR_plasmid_2690315738_000002: 133,027-165,225 (+)
tet MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (DALICOGD_00169)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacmFOOOZWJ 2) (DALICOGD_00196)
trim_DfrA1_like-NCBIFAM trimethoprim resistant dihydrofolate reductase DfrA NFOOO33O 1) (DALICOGD_00195)
APH_3pp_Ib-NCBIFAM ammoglycosrdeO phosphotransferase APH(3")-1b (NFO32895. 1) (DALICOGD_00187)
PSE-NCBIFAM PSE family carbenicillin- hydrolyzmg class A beta-lactamase (NFO00480.. 2) (DALICOGD_00189)
APH_6-NCBIFAM APH(6)- Ifamlly aminoglycosideO phosphotransferase (NFO12171. Ol (DALICOGD_00188)
chloram_ CatA-NCBIFAM typeAchloramphenlcoI O- acetyltransferase (NFO00491.1) (DALICOGD_00176)

Sul2-NCBIFAM sulfonamide- re5|stantd|hydr0pteroate synthase Sul2 NF600295 1) (DALICOGD_00205)
Sul1-NCBIFAM sulfonamide-resistant d|hydropteroate synthase Sull (NF000294 1) DALICOGD _00197)

Tetracycline repressor protein class B from transposon Tn10 (DALICOGD_00170)
l Na(+)- translocating NADH- -quinone reductase subunit C (DALICOGD_00161)
Transposon Tn7 transposition protein TnsB (DALICOGD._ 00190)
Transposon Tn7 transposition protein ThsA (DALICOGD_ 00191)l
| ||| Thiol-disulfide oxidoreductase ResA (DALICOGD_00162)
1S3 family transposase ISAba14 DALICOGD_OOlSé)
IS3 family transposase ISAba14 (DALICOGD_00182)
S3family transposase ISAba14 (DALICOGD.00183)  tet MFS_G-NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO12192.0) (DALICOGD_00148)
Transposon Tn10 TetD protein (DALICOGD_00167)
Transposon Tn10 TetC protein (DALICOGD_00168)
1S3 family transposase ISPmi2 (| ALICOGD_OOlBS) l l Tetracydlirle repressor protein class A from transposon 1721 (DALICOGD_00149)
1S5 family transposase ISKpn26 (DALICOGD_00172)
1si family transposase 1S1X2 (DALICOGD_00165)
153 family transposase ISPmi2 (DALICOGD_00184) | Thiol-disulfide oxidoreductase ResA (DALICOGD_00154)
ISéfamlIytransposaseISélOO DAL|coCb‘ ' 00199) 151 ISlfamlIytransposaseISlR DALI o od174)l
1S6 family transposase 1526 (DALICOGD '00192) 1S4 family transposase ISVsa5 (DALICOGD_00166)
|| 1s6family transposase ISZé(DALICOGD,OOlSO) | l | | 156 family transposase 1526 (DALICOGD,OOlSl)
yrosine recombinase XerC DlAlLlICbGDl 00194) membrane antigen (DALICOGD 061

Da
l'l'nSlamllytransposaseTnAs3( ALICOGD_00178) 1 ISéfamllytransposaseIS26(DALICOGD_00145)
NA- inVertase hin (DALICOGD_ 0018i Glucose-1-phosphatase (DALICOGD_00152)
DNA-invertase hin (DALICOGD_00179) FbpABC (VF0272) (DALICOGD_00155)
04 lzo Jﬂs 163 156 L 4 (l) 147
| T203201] | 198 19 177 173 171 64| | 160 (158157 | | 153 [150 | 146| 144

IMGPR _plasmid_2872462272_000001: 113,776-168,646 (-)

MerP-TIGRFAMs TIGRFAMs: mercury resistance system per|p|asm|c binding protein MerP (TIGR02052.1) (NNLKJBIM_00149)
ANT_3pp_AadA3-NCBIFAM ANT(3") la family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (NNLKJBIM_00138)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux $MR transporter QacE (NFO00276.2) (NNLKJBIM_00137)
PRK13747.1-PRK PRK|PRK13747 1: broad-spectrum mercury transporter MerE (NF010310.2) (NNLKJBIM_00146)
trim_DfrA1_like-NCBIFAM trimethoprim re5|stantd|hydrofolate reductase DfrA (NFO00330.1) (NNLKJBIM_00139)

PRK13752.1-PRK PRl(Il:’iEK13752 1: Hg(l)- responswe transcript|ona| regulator (NFO10315.0) (NNLKJBIM_00151)
Erm42-NCBIFAM 23S rRNA (adenine(2058)-N(6)) methyltransferase Erm(42) (NFO00077.1) (NNLKJBIM_00128)
chloram_ CatA NCBIFAM typeAchIoramphenlcoI O-acetyltransferase (NFO00491.1) (NNLKJBIM_00154)
Sul1-NCBIFAM sulfonamide- resistantdihydropteroate synthase Sul1 NF600294 1) (NNLKJBIM_00127)
Sul1- NCBlEAM sulfonamide- re5|stant dihydropteroate synthase Sull (NF000294.1) (NNLKJBIM_00136)
coreg_MerD NCBIFAM n mercury resistance co-| regulator MerD (NFO33783.1) (NNLKJBIM_00147)
MerA-TIGRFAMSs TIGRFAMS: mercury(ll] reductase (TIGR02053.1) (NNLKJBIM_00148)
PlcR-‘PapR quorum sensing (VF0660) (NNLKJBIM_00145)
Mercuric transport protein MerT (NNLKJBIM_00150)
15110 family transposase 154321L (NNLKJBIM_00152)
15110 family transposase 154321L (NNLKJBIM_00142)
156 family transposase 156100 (NNLKJBIM_00133) 151 family transposase IS1R (NNLKJBIM_00156)
Tyrosine récombinase XerC (NNLKJBIM_00140) ||
™3 family transposase TnAs3 i\li\ll_KJBI _00143)
DNA-invertase hin | NNLl(JBIlVl 00144

129 131 l135

| J130132 134 160

)
T ‘ H ‘ H‘ ‘ l15 159 Putative toxin HigB2 (NNLKJBIM_00161)
153 |

.

L | - L N | -
IMGPR _plasmid_2687453454_000002: 105,421-136,466 (+)
tet MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (GIAMJKIG_00179)
penta_rpt_QnrB-NCBIFAM QnrB family quinolone resistance pentapeptide repeat protein (NFO00420.1) (GIAMJKIG_00140)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE ( NFOOO276 2) (GIAMJKIG_00151)
AAC_6p_lb-NCBIFAM AAC(6')-1b family aminoglycoside 6'-N-acetyltransferase (NFO33074.0) (GIAMJKIG 00175)
AAC_3_lI-NCBIFAM AAC(3)-1 family aminoglycoside N-acetyltransferase (NFO33080.0) (GIAMJKIG_00155)
FloR-NCBIFAM chloramphen|col/florfen|col efflux MFS transporter FloR (NFO00219.1) 1 GIAM)KIG _00184)
Sul2-NCBIFAM sulfonamide- reS|stantd|hydropteroate synthase Sul2 (NFO00295.1) GlAMJKIG _00188)
l Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sull (NF000294 1) (GIAMJKIG_00150)
rifampin_ARR-NCBIFAM NAD(+)--rifampin ADP- ribosyltransferase(NFO33144 1) (GIAMJKIG 00154)
AAC_6p_set_A-NCBIFAM aminoglycoside 6'-N-acetyltransferase (NF012165.0) (GIAMJKIG_00159)
blaTEM-NCBIFAM TEM family class A beta-lactamase (NFO00531.2) (‘GIAMJK|(3_00163)
EreA-NCBIFAM EreA family erythromycin esterase (NFO00208.1) (GIAMJKIG_00152)
thR Ps—l?l--CARF AAA_HTH_RtcR PspFl--CARF AAA_HTH (GIAMJKIG_00139)
Peptide transport systém permease protein SapC (GIAMJKIG 00148)
Methylthioribulose-1- phosphate dehydratase (GIAMJKIG Ol)168 l l l
S-| (hydroxymethyl)glutathione dehydrogenase (GIAMJKIG 00180) Peptide transport system permease| protein SapB (GIAMJKIG_00147)
HTH-type transcrlptional regulator HdfR (GIAMIKIG, 00185) Nicotinamide-nucleotide amldohydrolase PncC (GIAMJKIG_00142)
l l Glycerol -3- phosphate regulon repressor (| IAMJKIG,OOléAl) l
Tetracycline repressor protein class H (GIAMJKIG_00178) Peptide transport perlplasmic protein SapA GIAMJKIG_00146)

S formylglutath|one hydrolase FrmB (GIAMJKIG_00181) l l L l/l ATP-dependent zinc metalloprotease FtsH (GIAMJKIG_00119)
Phosphoglucosamine mutase ( GIAMJKIG 00187) 151380 family transposase 151247 (GIAMJKIG 00 56 TypeI secretion system proteln virB8 (GIAMJKIG _00129)
|| | | |1s6family transposase 1526 (GIAMJKIG_00169) Type IV secretion system protein Verll(GIAMJKIG 00132)
ISéfamllytransposase IS26 CIAMJKIG 00177) l l Type IVsecretion system proteln virB9 (GIAMJKIG_00130)
ISéfamilytransposase I526 GIAMJKIG 00172) ISéfamllytransposase 1526 (GIAMJKIG 001335
| 1s6Tamily transposase 1526 (GIAMJKIG_00162) hage shock protein D (GIAMJKIG 00135)
L- threonate dehydrogenase GIAMJKIC_OOléB) Phage shock protem BlGIAMJl(IG OlOl137)
Tyrosine recombinase XerC (GIAMJKIG_00176) l l l l Phage shock proteln 'C (GIAMJKIG 00136)
1S6 famil transposaselS?é (GIAMJKIG 00182 lTyrosme recombinase XerC (GIAMJKIG_00160) l l Protein virB10 GIAMJKIG _00131),
3-oxo-tetronate kinase ( GIAMJKlG_00167)4 Phage shock protein A“GiAMJKrG_omss) 123
3-oxo-tetronate klrﬁse {GIAMJIKIG_00166) Michele_2A_hits_grouped (GIAMJKIG_00141) 125
rmD_00013 DrmD (GIAMJKIG 00174) | | J Protein YgiW (GIAMJKIG 00145) 126
| PhosphollpaseD GiAMJle 0170) | 158 1143 1281 12& 117
186| | 183 [ || [173 171T [T 1] 61| 157 153 149 144| 134 l12 12 120) 118

IMGPR_plasmid_2687453540_000001: 87,350-150,842 (-)

tet_ MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (FKLJCDEO_00114)
FloR-NCBIFAM chIoramphenictT/florfenicol efflux MFS transporter FloR (NF000219.1) (FKLJCDEO_00119)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NF000295.1) (FKLJCDEO_00123)
blaPEN-Bcc-NCBIFAM PEN family class A beta-lactamase, Bce-type (NFO00320.3) (FKLJCDEO_00095)
AAC_6p_set A-NCBIFAM aminoglyc05|de 6'-N-: acetyltransferase (NFOlZléS.OT(FKLJCDEO_OOlO?)
S-| (hydroxymethyl)glutathlone dehydrogenase (FKLJCDEO_00115)
HTH-type transcrlptional regulator HdfR FKLJCDEO _00120)
l Cobalt/magnesium transport protein CorA (FKLJCDEO_00100)
Tetracycline repressor protein classH (FlKLJCDEO_OOllﬁ
S-formylglutathione hydrolase Fr‘mE(FKLJCDEo 00116) i ATP-dependent zinc metalloprotease FtsH (FKLJCDEO_00078)
ISilOfamlIytransposase 1S4321L (FKLJCDEO_00101)
151182 famlly transposase ISKpn6 (FKLJCDEO_00096)
Tn3 amilytransposaseISEc63 (FKLJCDEO_00098)
I56 fami ytransposase 1S26 (FKLJCDlEd 00107), l 1S6 family transposase 1S26 (FKLJCDEO_00087)
Tyrosme recombinase XerE FKLJCDEO 00108) Tn3 family transposase Tn2—(FKLJCDEO 00089)
1S6 family transposase 1526 (FKLJ(ﬂSE‘0,00liZl n3 family transposase ISPsy42 (FKLJCDEO 00091)
l l n3 family trarlsposase Tn2 (FKL)CDEO, 0697 l
DrmD_00013 DrmD (FKLJCDEO_00110) | Tyrosine recombihaseXerC(FK JCDEO_00090)
DNA |nvertase hin (FKLJCDEO_00102) | Transposon Tn3 resolvase (FKLJCDED_00088)
105 79
Phosphoglucosamine mutase (FKLJCDEO 00122) Jl
156 family transposase 1526 (FKLJICDEO, 00117 10
ll121ll1;8ll | | Ja11] | T104

84 82
DrmlD 00013 DrmD(FKLJClJEO 00093)| | 85 Ls
199 | | lo4[o2 | | || 86]|838]]

lMGPR,pl;mid,28£5689057000001: 53,8907102,147 (,)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NF000276.2) (NCJGDDCP_00077)
chloram_CatB-NCBIFAM tType B chloramphenicol O-acetyltransferase (NFO00490.1) (NCJGDDCP_00075)
Sul2-NCBIFAM sulfonamide- resistant dihydropteroate synthase Sul2 (NFO00295.1) (NCJGDDCP_00085)
Sul1- NCBFAM sulfonamide-resistant dihydropteroate synthase Sull (NFO00294.1) (NCJGDDCP_00078)
AAC_6p_ set - A-NCBIFAM aminoglyc05|de 6'-N-acetyltransferase (NFO12165.0) (NCJGDDCP_00074)
blaOXA-5_like-NCBIFAM OXA-5 family class D beta-lactamase (NFO40527.2) (NCJGDDCP_00076)
|| T|| ATP-dependent zinc metalloprotease FtsH (NCJGDDCP_00054)
Type | secretion system protein virB8 (NCJGDDCP_00064)
Type IV secretion system protem VirBll NCJGDDCP ' 00067)
Type IV secretion system protein virB9 NCJGDDCP,OOOéS)
Phosphoglucosamine mutase (NCJGDDCP_00084)
156 family transposase ISélOO (NCJGDDCP_00081)
l 1S6 family transposase 1S26 NCJGD CP_00071)
yrosine recombinase XerC (NCJGDDCP‘_OOO73)
| |Protein virB10 (NCJGDDCP_00066
PId (VF0491) (NCJGDDCP.00068) 55
rtase hin (NCJGDDCP'00082) | 60 58l
6361 Ls
9

80 70
83| |79 72| fe¢ [fe2'|5957| | 5352

L - -
IMGPR_plasmid_2693429637_000008: 33,308-62,877 (-)
FloR-NCBIFAM chloramphenicoI/florfenicol efflux MFS transporter FloR (NFO00219.1) (IBJOKENI_00091)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (IBJOKENI_00087)
HTH-type transcrlptional regulator HdfR (IBJOKENI_00090)
ATP -dependent zinc metalloprotease FtsH (IBJOKENI_00107)
Type \% secretion system proteln virB8 (IBJOKENI_00097)
Type IV secretion system protein VirBll (IBJOKENI_OOO94)
Type IV secretion system protem virB9 IBJOKENI_OOO%)
Phosphoglucosamine mutase IBJBKENI OOOBS)J
1S6 famllytransposase 1526 (IBJOKENI_00093
Protein virB10 (IBJOKENI_00095)

A-inv

@

103

100 105

8 101 104 109
89 | | 92 |99 T102106| 108]

IMGPR. plasmid_2609459899_000007: 68,831-91,673 (+)
APH_3pp_lb-NCBIFAM aminoglycoside O-| phosphotransferase APH(3")-1b (NF032895.1) (PODKHGGJ_00057)
APH_6-NCBIFAM APH(6)-1 family aminoglycosideO phosphotransferase (NF012171.0) (PODKHGGJ_00058)
chloram_CatA-NCBIFAM typeAchloramphenicoI O-acetyltransferase (NFO00491.1) (PODKHGGJ_00065)
Sul2-NCBIEAM sulfonamide-resistant dihydropteroate synthase Sul2 (NF000295.1) (PODKHGGJ_00077)
Type IV secretion system protein virB8 (PODKHGGJ_00046)
Type IV secretion system protein VirBil PODKHGGJ_00049)
Aminoglycoside 3'- phosphotransferase—lSODKHGGJ,OOOS4)
d Type {V'secretion systerrl proteih virB9 (PODKHGGJ_00047)
RM_Type_Il_Type_II_REase27 (PODKHGGJ_00064)
Phosphoglucosamine mutase (Pd[ﬁ(HGGJ_OOCﬁé) l
(l) 1S6 family transposase 1515 (PODKHGGJ_00052)
1S6 family transposase 1S26 (PODKHGGJ_00069)  ATP-dependent zinc metalloprotease FtsH (PODKHGGJ_00036)
IS6 family transposase 1526 (PODKHGGJ.00062) |
156 family transposase 1526 (PODKHGGJ_00055)
l 156 family transposase 1526 (PODKHGGJ_00053)
oMTase_00022 orphan (PODKHGGJ_00063) |
1S6 family transposase ISZé(POD‘Kl—lEGJ,OOOﬁ()J Protein virB10 (PODKHGGJ_00048
| Pid (VF0491) (PODKHGGJ 00050) 37

A- |nvertase hin PdeHGG "00056) | 42 oi
7472 7 67
75 73] 68l66

454§ Lz
61l59 [lag'| 4139 | 3534
KIGIDD ! KKK
IMGPR _plasmid_ 641210496 ( OOOOOl' 16,661-53, 527( )
APH_3pp_Ib-NCBIFAM aminoglycoside O- phosphotransferase APH(3")-Ib (NF032895.1) (HCGGOKHM_00137)
APH_6-NCBIFAM APH(6)-1 family aminoglyc05|de0 phosphotransferase (NF012171.0) (HCGGOKHM_00136)
chloram_CatA-NCBIFAM typeAchloramphenicoI O-acetyltransferase (NFO00491.1) (HCGGOKHM_00129)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NF000295.1) (HCGGOKHM_00117)
Type IV secretion system protein virB8 (HCGGOKHM_00148)
Type IV secretion system protein VirB11 (HCGGOKHM_00145)
Aminoglycoside 3'- phosphotransferase(HCGGOKHM 00140)
l Type IV secretion system protein virB9 (HCGGOKHM_00147)
RM_Type_II_Type_Il_REase27 (HCGGOKHM_00130) l
GGOK

Phosphoglucosamine mutase (HCGGOKHM_00118) |
l Is6 family transposase 1S15 (H
156 family transposase 1526 (HCGGOKHM_00123) |
l 1S6 famllytransposase I526(HCGGOKHM 00132)
ISéfamllytransposase 1526 HCGGO?HM 00125) ATP- depen ent zinc metalloprotease FtsH (HCGGOKHM_00158)
[IS6 family transposase 1526 (HCGGOKHM_00141)
1S6 family transposase 1526' HCGGOKHM . 00139)
Pld VF64¢1) HCGGOKHM_00144)
| | Protein \‘n‘rB16 (HCGGOKHM_00146)
154

HM_00142)

oMTase_00022 orphan (HCGGOKHM_00131) (LT |
‘ DNA-invertase hin HCGGOKH | 00138) | 152 |
120 127 151 156
1122 26 l 134 l 1491 155 160
119121 [124] 128 33135 143 [150/153157| 159
HIDD-HHAEAKK

L L] -

IMGPR_plasmid_2562617072_000002: 96,722-133,588 (+)
ATP-dependent zinc metalloprotease FtsH (ENNFBFLJ_00034)
Type IV secretion system protein virB8 (ENNH?»FLJ_OOO47)

Type IV secretion system protein VirB11 (ENNFBFLJ_00050)

Type IV secretion system protein virB9 (ENNFBFLJ_00048)
156 family transposase 1515 (ENNFBFLJ_00053) |

1S1 family transposase IS1R (ENNFBFLJ_00044)
156 family transposase 1526 (ENNFBFLJ 00054)
DrmD_00013 DrmD (ENNFBFLJ_00064)
PId (VFO491} (ENNFBFLJ 00051)
Protein virB10 (ENNFBFLJ_00049)

43 35
42 38l
55 45[40 Ls

6563 62 5756] | 52 46 ||413937| | 3332

lMGPR plasn?d 28605898-70 000004: 15,523-39,469 (-)

trim_DfrA36-NCBIFAM trimethoprim-resistant d|hydrofo|ate reductase DfrA36 (NF033868.0) (PHKMBKNB_00065)

Erm42-NCBIFAM 23S rRNA (adenine(2058)-N(6))- methyltransferase Erm(42) (NFO00077.1) (PHKMBKNB_00067)

ABCF_Vga_all-NCBIFAM Vga famlIyABC F type ribosomal protection protein (NFO00170.2) (PHKMBKNB_00074)
APH_3pp_lb-NCBIFAM aminoglyc05|de0 phosphotransferase APl—l(S" -Ib (NFO32895.1) (PHKMBKNB_00082)
APH 3pp_|b -NCBIFAM aminaglyc05|de0 phosphotransferase APH(3")-1b (NFO032895.1) (PHKMBKNB_00062)

l AAC_3_II- -NCBIFAM AAC(3)-11 family aminoglycoside N-acetyltransferase (NFO33080.0) (PHKMBKNB_00056)
APH_6-NCBIFAM APH(6)- family aminoglycoside O-phosphotransferase (NF012171.0) (PHKMBKNB_00081)
l APH 6 NCBIFAM APH(6)- lfam|ly aminoglyc05|de0 phosphotransferaselNF012171.0) (PHKMBKNB_00061)
tet_monoox_. >< NCBIFAM tetracycline |nact|vat|ng monooxygenase Tet(X) (NF033111 2) (PHKMBKNB_ 00070)
FloR-NCBIFAM chloramphen|co|/ﬂorfen|c0| efflux MFS transporter FloR (NF000219 i (PHKMBKNB 00078)
Sul2- NCBIEAM sulfonamide-resistant dihydropteroate synthase Sul2 (NF000295.1) (PH KMBKNB,OOOS?:) ATP-dependent zinc metalloprotease FtsH (PHKMBKNB_00034)

Type IV secretion system protein virB8 (PI-TKT/IBKNB,OOO44)

Type IV secretion system protein VirB11 (PHKMBKNB_OOO47)
Aminoglycoside 3'-| phosphotransferaseﬁl;HKMBKNB 00053)
mac_hydro_EstT-NCBIFAM macrolide hydrolase EstT (NFO41759.1) (PHKMBKNB 00071) Type IV secret|on system protein virB9 (PHKMBKNB 00045)
Tunicamycm resistance proteln (PH KMBKNB 00057
151182 family transposase ISCfr1 (PHKMBKNB 00059) L l

1S5 family fransposase 1SKpn26 (PHKMBKNB_00054)
l l} 1S6 family transposase 1S15 (PHKMBKNB_00051)

PDC-S36_WP_084151199.1 (PHKMBKNB_G0058) |
156 familytransposase ISZé(PHKMBKNB 00055)
HTH-type transcriptional regulator HdfR (PHKMBKNB_00079) L ‘ 156 Family transposase I526 (PHKMBKNB_00052)

GMP synthase [glutamine-hydrolyzing] (PHKMBKNB_00072) Protein VirB10 (PHKMBKNB_00046)

‘ 1591 family transposase I1SVsa3 (PHKMBKNB_00066) Pld (VF0491) (PHKMBKNB_00048) 35

lJ Tn3 family transposase ISShfr9 (PHKMBKNB_00063) l L L l 40 38l
Glycine betaine transporter (PHKMBKNB_00075) ‘ Beta-lactamase TEM (PHKMBKNB' 00060 0 434j La
| | |sof | 7776 T | 73| |69 68 R R U 2 []a2'] 3937]

ll\/lGPEplasmid729F7670277000001: 15,523-73,610(-) -
16S_rRNA_Rmt_B-NCBIFAM RmtB family 16S rRNA (guanine(1405)-N(7))-methyltransferase (NF033209.1) (MKIPPKJF_00207)
tet_ MFS_G-NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO012192.0) (MKIPPKJF_00212)
ATP-dependent zinc metalloprotease FtsH (MKIPPKJF_00185)
Type IV secretion system protein virB8 (MKIPPKJF_00195)
Type v secretion system protein VirB11 (MKIPPK.lF 00198)
Am|n0g|yc05|de 3 phosphotransferase (MKIPPKJF 00205)
l Type \2 secretlon system protein virB9 (MKIPPKJF 00196)
Tetracycline repressor proteln class G (MKIPPKJF_00213)
|s6 familytransposase 1515 (MKIPPKJF_00202)
1S6 family transposase 1515 (MKIPPKJF 00203)
156 family transposase 1526 (MKIPPKJF 00204)
156 family transposase 1526 (MKIPPKJ FLOOZOé
PId (VFd4%1 (MKIPPKJF_00199)

Protein virB10 (MKIPPKJF_00197)

L]

189
191 l
60 kDa chaperonin (MKIPPKJF_00209)( | 192 187
| 211 l | H ‘201 ‘ ‘ 1941;‘ 188 183
08

214 | T 210 20¢ [120 [193190 86| 184

lMG?{plasmid7%52501635,800002: 146,643-171,468 (-)
16$,rRNA,Rmt_gen-NCBIFAM Rmt family 16S rRNA (guanine(1405)-N(7))-methyltransferase (NFO00466.2) (FHKPHFEK_00084)
ANT _3pp_AadA3- NCBIFAM ANT(3")-1a family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (FHKPHFEK_00069)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NF000276.2) (FHKPHFEK_00080)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (FHKPHFEK_00070)
trim_DfrA1_like- NCBIFAM trimethoprim resistant dihydrofolate reductase DfrA (NFO00330.1) (FHKPHFEK_00068)
| Erm42-NCBIFAM 235 rRNA (adenine(2058)-N(6))-methyltransferase Erm(42) (NFO00077.1) (FHKPHFEK_00057)
APH_3pp_Ib-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NFO32895.1) (FHKPHFEK_00089)
APH_6-NCBIFAM APH(4)-I family aminoglycoside O-phosphotransferase (NFO12171.0) (FHKPHFEK_00088)
| chloram_CatA-NCBIFAM type A chloramphenicol O-acetyltransferase (NFO00491.1) (FHKPHFEK_00061)
Sul2-NCBIFAM sulfonamide- re5|stantd|hydropter0ate synthase Sul2 (NF000295.1) (FHKPHFEK 00090)
Sul1-NCBIEAM' sulfonamide re5|stant dihydropteroate synthase Sull (NF000294.1) (| Fl-lKPHFl-ZK _00081)
Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul1 (NFO00294.1) (FHKPHFEK_00071)

blaPEN-Bcc-NCBIFAM PEN family class A beta-lactamase, Bcc-type (NF000320.3) (FHKPHFEK_00076)

ATP-dependent zinc metalloprotease FtsH (FHKPHFEK_00035)

ype |V secretion system proteln virB8 FWPHFEK _00045)
Type IV secretion system proteln Verli (FHKPHFEK 00048)
L-threo-3-hydroxyaspartate ammonia-lyase (FHKPHFEK_00079) Type IV secretion system protein virB9 FHKlDHFEK _00046)
15110 family transposase 1S4321R (FHKPHFEK_00063)
MJ IS1 family trans%sas‘e IS1R (FHKPHFEK_00059)
HTH-type transcriptional activator AmpR ( PHFEK_00075)1S6 famllytransposase 1515 (FHKPHFEK_00052)
I'ranscriptlonal regulator DauRW:HKPHFEK 00078) 1S6 lamlly transposase 1515 FHKPHFEK _00053)
Metal-binding protein ZinT (FHKPHFEK_00073) 1S6 family transposase |si&(FHKPHFEK_00054)
Tns family transposase TnAs3 (FHKPHFEK_00064)

yrosine recombinase XerC (FHRPHFEK 00067) Protein virB10 (FHKPHFEK_00047,

Universal stress protein F (FHKPHFEK_00074) L LPId (VF0491)' (FHKPHFEK'00049) 36

IS5 family transposase ISEc35 (FHKPHFEK_00083) | L Retron VI HTH (FHKPHFEK _ ooo?fs | 41 39l

1S4 family transposase ISVsa5 (FHKPHFEK_00086) DNA-invertase hin FHKPHFEK_OOOéé) 56 4443 Ls
| [86784 | | 81 tRNAGintte)| 72 ||| | lé,éT | | e2]ed| l55 l50 [[43'] 4038| | 3433

- - I - - 1 = -
IMGPR _plasmid_2869861177_000004: 15,523-68,277 (-)
ANT_3pp_AadA3-NCBIFAM ANT(3")-la family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (CGJIFNEA_00129)
ANT_3pp_AadA3-NCBIFAM ANT(3")-la family aminoglycoside nucleotidyltransferase AadA3 (NF033127.1) (CGJIFNEA_00113)
tet MFS_A_B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NF012174.0) (CGJIFNEA_00156)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter Qack (NFO00276.2) (CGJIFNEA_00112)
SMR_gac_E-NCBIFAM quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (CGJIFNEA_00130)
PRK13752.1-PRK PRK|PRK13752.1: Hg(ll)-responsive transcriptional regulator (NFO10315.0) (CGJIFNEA_00120)
APH_3pp_lb-NCBIFAM aminoglycoside O-phosphotransferase APH(3")-1b (NFO32895.1) (CGJIFNEA_00163)
APH_6-NCBIFAM APH(6)-1 family am|noglyc05|de0 phosphotransferase(NF012171 0) (CGJIFNEA_00162)
Sul2-NCBIFAM sulfonamide- re5|stantd|hydropteroate synthase Sul2 (NF000295.1) (CGJIFNEA_00180)
Lé tet_ MFS_ G NCBIFAM tetracycline efflux MFS transporter Tet(G) (NFO12192.0) (CGJIFNEA_00139)
blaTEM-NCBIFAM TEM family class A beta- Iactamase(NFOOOSC’Tz) CGJIFNEA_00148l
Tetracycline represstrotein class A fromltransposon 1721 (CGJlF EA_00140)
S-(hydroxymethyljglutathione dehydrogenase (CGJIFNEA_00155)[ | ANT_2pp_la-NCBIFAM aminoglycoside nucleotidyltransferase ANT(2")-la (NFO00064.3) (CGJIFNEA_00116)
Glycerol-@-;Thosphate regulon repressor (CGJIFNEA_00147) l l l
Type IV secretion system proteln VirB11 (CGJIFNEA_00171) l l l l FloR-NCBIFAM chloramphenlcol/ﬂorfemcol efﬂux MFS transporter FloR (NFO00219.1) (CGJIFNEA_00115)
| Aminoglycoside 3'-phosphotransferase (CGJIFNEA_00166) Sul1-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul1 (NF000294.1) (CGJufr\EZ\ 00131)
Type IV secretion system protein virB9 (CEJIFNEA 00173) 3- -oxo-tetronate 4- phosphate decarboxylase (CGJIFNEA _ 0014£Wl l l
Tetracycline repressor protein class H (CGJIFNEA_00157 chIoram CatA-NCBIFAM typeAchIoramphemcoI O- acetyltransferase NFOO 491.1) (CGJIFNEA_00123)
l l S-formylglutathiohe hydlrolase FrmB (CCJ‘IFNEA 0153) Sul1-NCBIFAM sulfonamide- re5|stantd|hydropteroate synthase Sul1 (NFO00294.1) (CGJIFNEA_00111)
1S6 family transposase 1S15 (CGJIFNEA 00168) L J l é l blaOXA- 5 Iike NCBIFAM OXA-: 5fam|ly class D' beta-lactamase (NFO40527.2) (CGJIFNEA_00114)
Phosphoglucosamine mutase (CGJIFNEA 00179)J HEC-01A WP_199302758.1 (CGJIFNEA_00150) 15110 family transposase 154321R (CGJIFNEA_00125) EL
1S6 family transposase lSZé(CGJIFNEA 00174 6fam|lytransposase |526TGJIFNEA_00152 l A 1S110 family transposase 1S5075 (CGJIFNEA_00121)
IS6 family transposase 1526 (CGJIFNEA_00165) lJ L ISéfamllytransposase 1526 (CGJIFNEA_00136) | ATP-dependent zinc metalloprotease FtsH (CGJIFNEA_00093)
| | | 1Séfamilytransposase 1526 (CGJIFNEA 00158 L 56 family transposase 1526 (CGJIFNEA 00127} ]
1S6 familytransposase 1526 (CGJIFNEA_00167)L-threonate dehydrogenase GJIFN A 00146 l 1S6 family transposase 1S26 (CGJIFNEA_00103)
| [T | | 1s6familytransposase 1526 (CGJIFNEA_0D154f | Tyroslne recombinase XerC (CGJIFNEA_00128) | 156 family transposase 1526 (CGJIFNEA_00107)
DNA-invertase hin (CGJIFNEA_D0164) I56 famﬂytransposase 1526 (C JIFNEA_00142) Tyrosine recombinase XerC (CGJIFNEA_00117)
Pld (VF0491) (CGJIFNEA_00170) 2-oxo-tetronate isomerase (CGJIFNEA_00143) | ] | DrmD 00013 DrmD (CGJIFNEA 00109)
rotein V|rBl10l CGJlFNEA l00l172)l -oxo-tetronate kinase CGJIFNEA 00145) Tn3 family transposase TnAs3 (CGJIFNE 00126l l 106 ‘ 101 94

o

L P

177 Lactose permease ( CGJIFNEA,O(Ti) l 34 Slfamllytransposase 1S1R (CGJIFNEA_00122) 105| 100 97l
160 i | 138 133 | 119 |[104 459 L9
178 76 l 16115 149 141 | 137| 135 T 132 124 |118 110108 || [102[[9894] | 9291
) DKD DX (]

lMGPR,pla-smid,28756280467000001: 62,003-141,648 (-)
FloR-NCBIFAM chloramphenicol/florfenicol efflux MFS transporter FloR (NFO00219.1) (DJKMPMIE_00172)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NF000295.1) (DJKMPMIE_00176)
Hca opero?transcriptiohal activator HcaR (DJKMPMIE_00173)
l ATP-dependent zinc metalloprotease FtsH (DJKMPMIE_00151)
1S91 family transposase 1SVsa3 (DJKMPMIE_00170)
Phosphoglucosamine mutase (DJKMPMIE_00175)

163 155
165 157
69 164161158 153
168 164 1601 149
174 171 lT167Tll162l 15 156152 150]

lMGPEpl;mid 29078%185 _000001:113,021-139,323 (-)

Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (OMNJJHIG_00192)
ATP- -dependent zinc metalloprotease FtsH (OMNJJHIG_00171)

1591 family transposase I1SVsa3 (OMNJJHIG_00190)

Phosphoglucosamine mutase (OMNJJHIG_00191)

183 175
185 177
184181178 173
188 184 1801 174 169
89 187Tll182l 179176 172| 170

TMGPR_plasmid 2847010895 000001: 129,306-147,233 ()
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (ICBMLFPC_00057)
ATP-dependent zinc metalloprotease FtsH (ICBMLFPC_00036)
1591 family'transposase 1SVsa3 (ICBMLFPC_00055)
48 37
42 402L
53 51'L 4644; L 35 33
5654] 5250 47[45434139] | 34] 28

L
IMGPR_plasmid_2554235336_000002: 15,281-35,611 (-)
ATP-dependent zinc metalloprotease FtsH (DMDPIDON_00178)

165

L169 174

67 173

168171]| 176

168 172| 177 180
163164[|[170| T| 175 | 179]

-
IMGPR _plasmid_2751185960_000001: 125,493-141,843 (+)
ATP-dependent zinc metalloprotease FtsH (BAIILOOH_00087)

75 82 85
74] 7880 84
72 73] || 77[7981 8386 | 8889

-
IMGPR_plasmid_2636416088_000007: 55,926-72,819 (+)
ATP-dependent zinc metalloprotease FtsH (GBGEHDGD_00035)
45
4% 39
4T8J'J 43417 37 | 34
4947 44142403836 | 3332

DA

lMGPEplasmid,2872097386,000004: 15,468-32,351 (-)
MerP-TIGRFAMs TIGRFAMs: mercury resistance system periplasmic binding protein MerP (TIGR02052.1) (NOEJIDFO_00064)
MerP-TIGRFAMs TIGRFAMs: mercury resistance system periplasmic binding protein MerP (TIGR02052.1) (NOEJIDFO_00060)
PRK13752.1-PRK PRK|PRK13752.1: l—lg(II) responsive transcriptional regulator (NFO10315.0) (NOEJIDFO_00058)
Sul2- NCBIFAM sulfonamide- re5|stantd|hydropteroate synthase Sul2 (NFO00295.1) (NOEJIDFO_00076)
phenyl_| MerG NCBIFAM phenylmercury resistance protein MerG (NF033786.1) (NOEJIDFO_00061)
tet MFS_G-NCBIFAM tetracycline efflux MFS transporter Tet(G) (NF012192.0) (NOEJIDFO_00071)
coreg_| Merb-NCBIFAM mercury resistance' co regulator MerD (NF033783.1) (NOEJIDFO_00068)
MerA- TIGRFAMS TlGRFAMs mercurylll) reductase (TIGR02053.1) (NOEJIDFO_00066)
Tetracycline repressor protein class Afrom transposon 1721 (NOEJIDFO_00072)
l L Ll L ATP-dependent zinc metalloprotease FtsH (NOEJIDFO_00037)
PlcR-PapR quorum sensing VF066 OEJIDFO_00067)
Mercurlc transport proteln MerT (NOEJIDFO_00063)

l Mercuric transport protein MerT (NOEJIDFO_00059)
1591 family transposase ISVsa3 (NOEJIDFO00074)

| | | recD_IV-D_1(NOEJIDFO_00057)
Phosphoglucosamine mutase ( NOEJIDF OOOTT 48

Tn3fam|lytransposase TnAs2 (NOEJIDFO 00069 54 42 39

70Tll l l<s2llll l I5: 5T3525§1l474Tig3:l41§8 363
¢HEECIAO-DPHANAWIHAKC

73

llVIGPEplasmid,25542354317000002: 16.912»51,388 (-)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (KBPJKNEB_00118)
NADPH-dependent FMN reductase ArsH (KBPJKNEB_00124)
ATP-dependent zinc metalloprotease FtsH (KBPJKNEB_00154)
Arsenical-resistance protein Acr3 (KBPJKNEB_00126)
Phosphoglucosamme mutase (KBPJKNEB_00119)
Regulatory protein RepA (KBPJKNEB_00135)
Prophage integrasé IntA (KBPJKNEB_00137)

Arsenate reductase (KBPJKNEB_00125) 143
127 133 141 149152
121 128 131l 142145148 151
112 129 1 138 140 1461 153 156
120122 | | | |[J130/T | 134 136 T139Tll144l 14 150li 155]

lMGPEpla-smid,27182178457000002: 97,187-129,534 (+)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (EGFDCLNJ_00006)
NADPH-dependent FMN reductase ArsH (EGFDCLNJ_00012)

ATP-dependent zinc metalloprotease FtsH (EGFDCLNJ_00043)
Arsenical-resistance proteln Acr3 (EGFDCLNJ_00014)
Phosphoglucosamine mutase (EGFDCLNJ_00007)

Regulatory protein RepA (EGFDCLNJ_00025)
Prophage integrase IntA (EGFDCLNJ_00027)
DrmD_00013 DrmD (EGFDCLNJ_00019)
Arsenate reductase (ElGFDCLm_OOOIS)

15

ll§718

lMGPEpl;mid728583543097000302: 1-34,307 (+)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (CLBDCCPE_00069)
NADPH-dependent FMN reductase ArsH (CLBDCCPE_00062)
ATP-dependent zinc metalloprotease FtsH (CLBDCCPE_00033)
151380 fam||y transposase ISSpu19 (CLBDCCPE_00068)
Arsenical-resistance protein Acr3 (CLBDCCPE_00060)
Regulatory protein RepA (CLBDCCPE_00051)
Prophage integrase IntA (CLBDCCPE_00049)

9 11

21 23 28 301 3537

8 0] 20[22] 24 26| 293 34T363tl4042 4445

DD

Arsenate reductase (CLBDCCPE_00061) 43
59
6563 157 55 53 48 46L 4139J
6766 64] 856 [54] 52 50| 474 42T403 3634 | 3231

lMGPEpl;mid‘2826149675_000001: 21,891-55,889 (-)
Sul2-NCBIFAM sulfonamide-resistant dihydropteroate synthase Sul2 (NFO00295.1) (MBCDBNIK_00099)
NADPH-dependent FMN reductase ArsH (MBCDBNIK_00093)
ATP-dependent zinc metalloprotease FtsH (MBCDBNIK_00064)
Arsenical-resistance protem Acr3 (MBCDBNIK_00091)
Regulatary protein RepA (MBCDBNIK_00082)
Prophage |ntegrase e IntA (MBCDBNIK_00080)

Arsenate reductase (MBCDBNIK_00092) 74
90
96 94| lss 86 84 79 77l 7270J
9897 95| 3987 [85] 83 81| [787¢ 73T716 6765 | 6362

llVIGPEpla-smid,27138972487000006: 38,815-71,159 (-)
cmlA_floR-NCBIFAM CmIA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (EHBNBGOI_00046)
APH_3p_II-NCBIFAM APH(3')-11 family aminogTycoside O-phosphotransferase (NF032898.2) (EHBNBGOI_00042)
ble_MBL-NCBIFAM bleomycin bindihg protelnEIe MBL (NF012202.0) (EHBNBGOI_00043)
bla_class_C-NCBIFAM class C beta-lactamase (NF033085 1) (EHBNBGOI_00045)
HTH-type transcriptional regulator YidZ (EHBNBGOI_00047)
mRNA interferase toxin YafQ (EHBNBGOI_00050)
1S5 family transposase ISEc61 (EHBNBGOI_00041)
IS5 family transposase ISEc61 (EHBNBGOI_00052) |
1S30 family transposase ISAs2 (El—lBi\lBGOI 00048)
1530 family transposase ISAs2 (EHBNBGOI_00044)
1521 family transposase ISPpu7 (EHBNBGOI 00066)
Modification methylase Pvull (EHENBGOI_00047)|
DrmD_00013 DrmD (EHBNBGOI_00065) ATP-dependent zinc metalloprotease FtsH (EHBNBGOI_00034)

BNA invertase hin (EHBNBGOI 00051) 38
6460 56 Las
62 3
&1 SBJLSS 37
68 63| 59[57 49 40|36 | 3332

lMGPR,plasmid,2585427624,000003: 15,523-47,706 (-)
cmlA_floR-NCBIFAM CmlIA/FloR family chIoramphenicoI efflux MFS transporter (NFO33134.0) (FLKDFPGF_00047)
APH_3p_II-NCBIFAM APH(3')-11 family aminoglyc05|de0 phosphotransferase (NF032898.2) (FLKDFPGF_00043)
ble_BLMT-NCBIFAM BLMT family bleomycm blnang protein (NFO0O0005.4) (FLKDFPGF_00044)
bla_class_C-NCBIFAM class C beta-lactamase (NFO33085.1) (FLKDFPGF_00046)
HTH-type transcriptional regulator YidZ (FLKDFPGF_00048)
mRNA interferase toxin YafQ (FLKDFPGF_00051)
1S5 family transposase ISEc61 (FLKDFPGF_00042)
1530 family transposase ISAs2 (FLKDFPGF_00045)
1530 family transposase ISAs2 (FLKDFPGF_00049)
1521 family transposase ISPpu7 (FLKDFPGF_00067) J
ent zi

Modification mTeEyiase Pvull (FLKDFPGF _ 00068) l
DrmD_00013 DrmD (FLKDFPGF_00066) ATP-depen
T)NA invertase hin (FLKDFPGF_00052) 39
6561 57 1)36
63
%2 59 lL ésl
69 64] 60585553 | 50 41|37 | 3433
EDAMAUA-M-A-CE-OAE D

nc metalloprotease FtsH (FLKDFPGF_00035)

- - L1 |
IMGPR_plasmid_2609460294_000003: 15,487-47,671 (-)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (FJGIAPHK_00047)
APH_3p_II-NCBIFAM APH(3')-1l family aminggycoside O-phosphotransferase (NF032898.2) (FJGIAPHK_00043)
ble_BLMT-NCBIFAM BLMT family bleomycin binEng protein (NFOO0005.4) (FJGIAPHK_00044)
bla_class_C-NCBIFAM class C beta-lactamase (NF033085.1) (FJGIAPHK_00046)
ATP-dependent zinc metalloprotease FtsH (FJGIAPHK_00036)
HTH-type transcriptional regulator YidZ (FJGIAPHK_00048)
15110 family transposase 151618 (FJGIAPHK_00053)
mRNA interferase toxin YafQ (FJGIAPHK_00051)
1S5 family transposase ISEc61 (FJGIAPHK_00054) l L
1530 family transposase ISAs2 (FJGIAPHK_00045)
1S30 family transposase ISAs2 (FJGIAPHK_00049)
1521 family transposase ISPpu7 (FJGIAPHK ' 00068)
Modification methylase Pvull (FJGIAPHK_00069)
DrmD_00013 DrmD (FJGIAPHK_00067) JISSlfamin transposase ISEc61 (FJGIAPHK_00042)
DNA-invertase hin (FJGIAPHK 00052}

6662 58 37
64 40
63 6OJL55 39

70 65| 61]59 0 41|38 | 3534

lMGPR»plasmid_2880021599_OOOOO4: 17,519-51,067 (-)

cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NF033134.0) (BOFDOONL_00101)
APH_3p_II-NCBIFAM APH(3')-II family aminogﬂ/coside O-phosphotransferase (NF032898.2) (BOFDOONL_00097)
ble_BLMT-NCBIFAM BLMT family bleomycin binding protein (NFO00005.4) (BOFDOONL_00098)
bla_class_C-NCBIFAM class C beta-lactamase (NFO33085.1) (BOFDOONL_00100)
ATP-dependent zinc metalloprotease FtsH (BOFDOONL_00089)
HTH-type transcriptional regulatdr Yidz (BOFDOONL_@TOE
mRNA interferase toxin YafQ (BOFDOONL_00105) l_
[S5 family transposase ISEc61 (BOFDOONL_00096)
IS5 family transposase ISEc61 (BOFDOONL_00108) |
1S30 family transposase ISAs2 ‘(BOFD‘ooNL 00103)
1S30 family transposase ISAsZ (BoFDoo L_00099)
1521 family transposase ISPpu7 (BOFDOONL_00122) L I l
Modification methylase Pvull BOFDOONL_00123 1S3 family transposase ISEc52 (BOFDOONL_00087)

DrmD_00013 Dl‘mD(BOFDOONLl_00121) | | 153 family transposase ISLad1 (BOFDOONL_00088)
DNA-invertase hin (BOFDOONL_00106)
116 112 93
18 111 |90
117 114L1o9 94
19 1 85
124 1zdl115lT 10 107|104 95li§ 8¢
(CH

IMGPR_plasmid_2775507057_000005: 61,181-94,616 (-)

cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (NGDFEDDN_00085)
APH_3p_II-NCBIFAM APH(3')-Il family aminogwcoside O—phosphotransferase (NF032898.2) (NGDFEDDN_00081)
ble_ BLMT-NCBIFAM BLMT family bleomycm binding protein (NFOO0005.4) (NGDFEDDN_00082)
bla_class_C-NCBIFAM class C beta- Iactamasell\lFOSSOBS 1) (NGDFEDDN_00084)
ATP- dependent zinc metalloprotease FtsH (NGDFEDDN_00074)
HTH-type transcriptional regulator YidZ (NGDFEDDN_00086)
mRNA interferase toxin YafQ (NGDFEDDN_00088)
1S5 family transposase ISEc61 (NGDFEDDN_00080)
IS5 family transposase ISEc61 (NGDFEDDN_00092)
1S21 family transposase ISPpu7 (NEDFEDDN Obl(‘)é)! L
1S30 family transposase ISAs2 (NGD EDD!
Modification methylase Pvull NGDFEDDN 700107)
DrmD_00013 DrmD (NGDFEDDN_00105) 'l E'J
BNA invertase hin (NGDFEDDN_00089)
| 100 ISilOfamllytransposase ISAs2 (NGDFEDDN_00083)
104L 96 75
J0: 95 78
101 98J 93 (91 77
10399[9794 |90 79|76 | 7372

_00087)

108

- - .
IMGPR_plasmid_2617271044_000008: 47,674-79,857 (-)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (MGPDKNFG_00085)

APH_3p_lI-NCBIFAM APH(3')-II family aminochoside O-phosphotransferase (NF032898.2) (MGPDKNFG_00081)
ble_BLMT-NCBIFAM BLMT family bleomycin bindﬁg protein (NFO00005.4) (MGPDKNFG_00082)
bla_class_C-NCBIFAM class C beta-lactamase (NFO33085.1) (MGPDKNFG_00084)
ATP-dependent zinc metalloprotease FtsH (MGPDKNFG_00074)
HTH-type transcriptional regulator Yidz (MCPDKNFG_&E&S)
mRNA interferase toxin YafQ (MGPDKNFG_00089) L
155 family transposase ISEc61 (MGPDKNFG_00080)
1521 family transposase ISPpu7 (MGPDKNFG_00107)
1S30 family transposase ISAs2 (MGPDKNFG_00087)
Modification methylase Pvull (MGPDKNFCTOOiOEl)
DrmD_00013 DrmD (MGPDKNFG 00106)|L 'J (J
BNA invertase hin (MGPDKNF 00 90)

101 130 family transposase ISAs2 (MGPDKNFG_00083)
103 97 75
102 9% 92 78
10 994 94 91 77
109 105100989593 | 88 7976 | 7372

- - .
IMGPR_plasmid_2609460239_000020:47,959-80,143 (-)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NF033134.0) (BJFOPPIN_00054)
APH_3p_lI-NCBIFAM APH(3')- Ilfamilyamlnoglyc05|de0 phosphotransferase (NF032898.2) (BJFOPPIN_00052)
bla_class_C-NCBIFAM class C beta-lactamase (NFO33085.1) (BJFOPPIN_00053)
ATP-dependent zinc metalloprotease FtsH (BJFOPPIN_00045)
HTH-type transcriptional regulator Yidz lBJFOPPIN?('f)OSS)
mRNA interferase toxin YafQ (BJFOPPIN_00057) L
1S5 family transposase ISEc61 (BJFOPPIN_00051)
1S5 family transposase ISEc61 (BJFOPPIN 00059]
Modification methylase Pvull (BJFOPPiN_oobnj
DNA-invertase hin (BJFOPPIN_00058)

7167 63 46
69 62 49
88 65 Téo 48
73 | 70] 66]6461 56 47 | 4443

- L3 B ]
IMGPR _plasmid 2791355209 000003:21,688-49,077 (-)
cmlA_floR-NCBIFAM CmlA/FloR family chIoramphenicoI efflux MFS transporter (NFO33134.0) (KCENOLGK_00061)
APH_3p_II-NCBIFAM APH(3')-1l family amlnoglyc05|de0 phosphotransferase (NF032898.2) (KCENOLGK_00065)
ble_BLMT-NCBIFAM BLMT family bleomycm bindmg protein (NFO00005.4) (KCENOLGK_00064)
bla_class_C-NCBIFAM class C beta- Iactamase(NF033085 1) (KCENOLGK_00062)
HTH-type transcriptional regulator YidZ (KCENOLGK_00060)
mRNA interferase toxin Yan K&NOLGK 00058
1S5 family transposase ISEc61 (KCENOLGK_00066)
IS5 family transposase ISEc61 (KCENOLGK_00056) l
1530 family transposase ISAs2 (KCENOLGK_00063)
1S30 family transposase ISAs2 (KCENOLGK'00059)
1521 family transposase ISPpu7 (KCENOLGK,‘()OF):IZ)
Modification methylase Pvull (KCENOLGK_000441)
DrmD_00013 DrmD (KCENOLGK_00043) ATP-dependent zinc metalloprotease FtsH (KCENOLGK_00073)

'DNA-invertase hin (KCENOLGK 00057) 69
4448 52 1372
46 53 6
47 50 lLss 70
3435 40 48]| 49[5154 67[71 | 7475
IR KB

- - [ B | -
IMGPR_plasmid 2630968889 000005:23,114-57,452 (+)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenlcol efflux MFS transporter (NFO33134.0) (FAFHPLNH_00070)

APH_3p_II-NCBIFAM APH(3")-Il family am|noglyc05|de0 phosphotransferase (NF032898.2) (FAFHPLNH_00074)
ble_MBL-NCBIFAM bleomycin b|nd|ng prote|n§le -MBL (NF012202.0) (FAFHPLNH_00073)
bla_class_C-NCBIFAM class C beta- Jactamase | (NF033085 1) (FAFHPLNH_00071)

ATP-dependl;nt zinc metalloprotease FtsH (FAFHPLNH_00081)
HTH-type transcriptional regulator YidZ (FAFHPLNH_00069)
1S5 family transposase ISEc61 (FAFHPLNH_00065) L
1S5 family transposase ISEc61 (FAFHPLNH_00075)
IS30 family transposase ISAs2 (FAFHPLNH_00068)
IS30 famllytransposase ISAs2 (FAFHPLNH,OOO72)

1S21 family transposase ISPpu7 (FAFHPLNH_00051)
Modification methylase Pvull (FAFHPLNH_00050)

DrmD_00013 DrmD ( FAFHPLNH_OOOSZL L L

"DNA-invertase hin (FAFHPLNH_00066,

5357 61 80
55 62 77
56 59 [[64 78
49 54] 5816063 67 7679 | 8283

- - L5 | [ 1 |
IMGPR_plasmid_2791354789_000002: 39,877-71,421 (+)
APH_3p_lI-NCBIFAM APH(3')-1l family aminoglycoside O-phosphotransferase (NF032898.2) (PBGPBGLK_00106)
ble_BLMT-NCBIFAM BLMT family bleomycin binding protein (NFO00005.4) (PBGPBGLK_00107)
15110 family transposase 151618 (PBGPBGLK_00113)
mRNA interferase toxin YafQ (PBGPBGLK_00111)
1S5 family transposase ISEc61 (PBGPBGLK_00117)

1S30 family transposase ISAs2 (PBGPBGLK_00108)
1521 family transposase ISPpu7 (PBGPBGLK_00131)
Modification methylase Pvull (PBGPBGLK_00132)
DrmD_00013 DrmD (PBGPBGLK_00130) L

DNA-invertase hin (PBGPBGLK_00112)

125 121ATP-dependent zinc metalloprotease FtsH (PBGPBGLK_00099)

127 120 103
126 123!118 114 101
12§ 122 [ 116] |i10 105102
133 129[124| T119 [115] |10 104100 9897

lMGPR plasmid 2869468289 000002:86,889-115, 159( )

[ 30000 nt i
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
I




