Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (HMEGFLEL_00056)
CmlA/FloR family chloranTphenicoI efflux MFS transporter (NFO33134.0) (HMEGFLEL_00059)
APH(6)-I family aminoglycoside O-phosphotransferase (NFO12171.0) (HMEGFLEL_00053)
sulfonamide-resistant dihydropteroate synthase Sul2 (NF000295.1) (HMEGFLEL 00051)
amlnoglyc05|de O phosphotransferase APH(3")-1b (NF032895.1) (HMEGFLEL_00052)
Tetracycllne repressor proteln class Afrom transposon 1721 (HMEGFLEL_00055)
HTH-type transcr|pt|ona| regu(ator HdfR (HMEGFLEL_00058)
Sporulatlon initiation inhibitor proteln Soj (HMEGFLEL_00049)

156 family transposase 1526 (HMEGFLEL_00067)
156 family transposase 1526 (HMEGFLEL_00065)
Nucleoid occlusion protein (HMEGFLEL_00048)

J 62 64
47 5; 60 61 [63] | 66

IMGPR _plasmid_2939086508_000002 41416:60232(+)

69[ 72

50 54 e8] 74

Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (EBAIICOK_00043)
CmlA/FloR family chlorarnphenlcol efflux MFS transporter (NFO33134.0) (EBAIICOK_00040)
APH(6)-1 family amlnoglyc05|de O-phosphotransferase (NFO12171.0) (EBAIICOK_00046)
am|nog|yc05|de0 phosphotransferase APH(3")-Ib (NFO32895.1) (EBAIICOK_00047)
Tetracycline repressor proteln Cclass A from transposon 1721 (EBAIICOK_00044)
HTH-type transcr|pt|ona| regu(ator HdfR (EBAIICOK_00041)
156 family transposase 1526 (EBAIICOK_00034)

‘ 37 35 1S6 family transposase 1526 (EBAIICOK_00032)
42 | 39 38 [36] |33

45

IMGPR_plasmid_2687453519 000001 15128:33944(-)

Tet(A)/Tet(B)/Tet(C) fam|ly tetracycline efflux MFS transporter (NFO12174.0) (KIGEECJO_00103)
CmlA/FloR family chloramphenlcol efflux MFS transporter (NFO33134.0) (KIGEECJO_00100)
APH(6)-1 family amlnoglycoslde O-phosphotransferase (NFO12171.0) (KIGEECJO_00105)
amlnoglyc05|de0 phosphotransferase APH(3")-Ib (NF032895.1) (KIGEECJO_00106)
Tetracycline repressor proteln class A from transposon 1721 (KIGEECJO_00104)
HTH-type transcrlptlonai regu(ator HdfR (KIGEECJO_00101)
1S6 family transposase 1526 (KIGEECJO_00094)

97 95 1S6 family transposase 1526 (KIGEECJO_00092)
102 | 99 98 [96] | 93]

IMGPR_plasmid_2843899918 000001 63846:82662(-)

Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (HIEDAFFN_00063)
CmlA/FloR family chlorarnphenicol efflux MFS transporter (NFO33134.0) (HIEDAFFN_00060)
APH(6)-1 family aminoglycoside O-phosphotransferase (NFO12171.0) (HIEDAFFN_00066)
amlnoglyc05|de0 phosphotransferase APH(3")-1b (NF032895.1) (HIEDAFFN_00067)
Tetracycline repressor proteln class A from transposon 1721 (HIEDAFFN_00064)
amlnoglycomdeé N- acetyltransferase (NF033082.0) (HIEDAFFN_00053)

‘ TEM' fam||y class A beta-lactamase (NFO00531.2) (HIEDAFFN_00052)
HTH-type transcrlptlonai regu(ator HdfR (HIEDAF#NfOOO(;l)

{S6 family transposase 1526 (HIEDAFFN_00054)
Transposon Tn3 resolvase (HIEDAFFN_00051)
57 55

59 58 [56]

65 62 [Eé family transposase 1526 (HIEDAFFN_00050)

IMGPR_plasmid_2636415517_000001 32106:52979(-)

BKC/GPC family carbapenem-hydrolyzing class A beta-lactamase (NFO033626.2) (FKLJCDEO_00095)

Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (FKLJCDEO_00114)

AAC(6')-1b family aminoglycoTide 6'-N-acetyltransferase (NFO33074.0) (FKLJCDEO_00109)
CmlA/FloR family chloramphenicol efflux MFS transpoTter (NF033134.0) (FKLJCDEO_00119)
HTH-type transcriptional regulator HAfR (FKLJCDEO_00120)

‘ Cobalt/magnesmm transport protein CorA (FKLJCDEO_00100)
Tetracycline repressor protein class H (FKLJCDEO 00113)
1S110 famlly transposase IS4321L (FKLJCDEO_00101)
Th3 family transposase I1SEc63 (FKLJCDEO_00098)
S-formylglutathione hydrolase FrmB (FKLICDEO_00116) 151182 family transposase ISKpné (FKLJCDEO_00096)

|521E;mi|yt‘rartsposase ISfo:r8 (FKLJCDEO_OO‘llO‘) 1S6 family transposase 1526 (FKLJCDEO_00087)
|$6 family transposase 1526 (FKLICDEO_00107) Tn3 family transposase Tn2 @KLJCDEo_ooossv)
1S6 family transposase I526 (FKLJCDEOBOMZ) Transposon Tn3 resolvase (FKLJCDEO_00088)

Tyrosme recombinase XerC (FKLJCDEO_00108) Tn3 family transposase ISPsy42 (FKLJCDEO_00091)

\ \ \ \ \ 'IJ‘n3fam|Iytranspos:aseTn2 (FKLJC‘DE0,00097) ATP-depenaer:]t‘zinc metalloprotease FtsH (FKLJCDEO_00078)
Phosphoglucosamine mutase (FKLJCDEO_00122)DNA-invertase hin (FKLJCDEO_00102) | Tyrosine recombinase XerC (FKLJCDEO_00090)

H‘\ | T

ISéfamﬁytransposaseIS26(FKLJCDEO 00117)\ 105 84 8279
MymA operon (VF0840) (FKLJCDEO_00115) 106110 1521 family transposase ISKpn7 (FKLJCDEO_00093) | 85 L
12| [ 218 [ T | || 111 | T 104 | 9o || [94[92 | | | | ls¢f| 83 8T]

77 76

IMGPR_plasmid_2848568905_000001 54254:101459(-)

23S rRNA(aden|ne(2058) N(6))-methyltransferase Erm(F) (NFO12223.0) (PLPDCJPJ_00162)
APH(3") fa famlly aminoglycoside O-phosphotransferase (NFO33068.1) (PLPDCJPJ_00175)
sulfonamide- re5|stant dihydropteroate synthase SI 2 (NF000295.1) (PLPDCJPJ_00161)
NDM family subclass B1 metallo- beta lactamase (NF000259.2) (PLPDCJPJ_00177)
bleomycin binding protein Ble-MBL (NF012202.0) (PLPDCJPJ_00178)
N—(5'—phosphoribosyl)anthraniTate isomerase (PLPDCJPJ_00179)
Divalent-cation tolerance protein CutA (PLPDCJPJ_00181)
Thiol:disulfide interchange protein DsbD (PLPDCJPJ_00180)
ATP-dependent RecD-like DNA helicase (PLPDCJPJ_bdféW\
\ 1530 family transposase ISAba125 (PLPDCJPJ_00186)
1S30 family transposase ISAba‘135 (PLPDCJPJ_00176)
1S3 family transposase ISAba14 (PLPDCJPJ 00173)
1S3 family transposase [SAba14 (PLPDCJPJ 00174)
\ 10 kDa chaperonin (PLPDCJPJ_00182)
1S6 family transposase 1S26 (PLPDCJPJ_00168) é \ \ DNA-invertase hin (PLPDCJPJ_00187)

165 L (VFO594) (PLPDCJPJ_00183)
163 T 167 111 185 188 ISé family transposase 1S26 (PLPDCJPJ_00190)
156 | T164 166] 17017 184 | | 189

IMGPR_plasmid_2690315738_.000002 133027:164861(+)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (DJKMPMIE_00172)
Hca operon transcriptional activator HcaR (DJKMPMIE_00173)
ATP-dependent zinc metalloprotease FtsH (DJKMPMIE_00151)
1S91 family transposase I1SVsa3 (DJKMPMIE_00170)
Phosphoglucosamine mutase (DJKMPMIE_00175)
163
165 157 152
164 161 158 155
168 168 159| 15
174 171 169] 167|162 160 | 156|153 | 150

IMGPR_plasmid_2907888185_.000001 113385:138635(-)

ATP-dependent zinc metalloprotease FtsH (OMNJJHIG_00171)
IS91fam|Iy transposase 1SVsa3 (OMNJJHIG 00190)
Phosphoglucosamine mutase (OMNJJHIG_00191)
183
185 177 172
184 181 178 175
188 186 179| 17
89]187]|[182 180 | |17¢/173 | 170

IMGPR_plasmid_2847010895_000001 129670:147233(-)

ATP-dependent zinc metalloprotease FtsH (ICBMLFPC_00036)
1S91 family transposase ISVsa3 (ICBMLFPC_00055)
48
49 4037
54 51l 46 4442 ]38 | 35
565352 50|47 [45[43 41 39| | ]34

IMGPR_plasmid_2554235336_000002 15852:34923(-)

ATP-dependent zinc metalloprotease FtsH (DMDPIDON_00178)
165
t 169
167
\168 173 176
166\ 171 174 177
163164]((170172 [175[] | 179

IMGPR_plasmid_2751185960_000001 125493:141479(+)

ATP-dependent zinc metalloprotease FtsH (BAIILOOH_00087)
76
75 85
74 78 8082 84
72 731 ||77 179]81 8386 | 88

IMGPR_plasmid_2636416088_000007 55926:72455(+)

ATP-dependent zinc metalloprotease FtsH (GBGEHDGD_00035)
45
48
4T81 43 4139 37 | 34
49 47|44 [42]40 3836 | [33

IMGPR_plasmid_2872097386_000004 15832:32351(-)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (EHBNBGOI_00046)
APH(3')-I family aminoglycosidEB—phosphotransferase (NF033059.2) (EHBNBGOI_00042)
bleomycin binding protefn Ble-MBL (Fﬁ:012202,0) (EHBNBGOI_00043)
CMY-2 family class C beta-lactamase (NFOD0191.1) (EHBNBGOI_00045)
HTH-type transcriptional regulator YidZ (EHENBGOI_00047)
1521 family transposase ISAs29 (EHBNBGOI_00065) |
TmRNA interferase toxin YafQ (EHBNBGOI_00050)
1S5 family transposase ISEc61 (EHBNBGOI_00052) \
1S30 family transposase ISAs2 (EHBNBGOI_00048)
1530 family transposase ISAs2' (EHBNBGOI_00044)
1521 family transposase ISPpu7 (EHBNBGOI _00066) ‘ ATP-dependent zinc metalloprotease FtsH (EHBNBGOI_00034)

Modification methylase Pvull (EHBNBGOI '00067) | 1S5 lamhytrénsp‘oéas‘e ISEc61 (EHBNBGOI_00041)
DNA-invertase hin (EHBNBGO\_OOOSl)

60 38
621 55 3935
6461 5856 53 36

68 63[|59 [57/54 49 4037| | 33

IMGPR_plasmid_2585427624_000003 15887:47706(-)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (FLKDFPGF_00047)
APH(3")-I family amlnoglycosuET) phosphotransferase (NF033059.2) (FLKDFPGF_00043)
BLMA family bleomycin blndlng protein (NFO33156.1) (FLKDFPGF_00044)
CMY-2 family class C beta- Iactamase (NF000191.1) (FLKDFPGF_00046)
HTH-type transcriptional regulator Yﬁzi(FLKDFPGF700048)
1S21 family transposase 1ISAs29 (FLKDFPGF_00066) ‘
mRNA interferase toxin YafQ (FLKDFPGF_00051)
IS30 family transposase ISAs2 (FLKDFPGF_00049)
1530 family transposase ISA52 (FLKDFPGF_00045)

1S21 family transposase ISPpu7 (FLKDFPGF_00067) ‘ATP dependent zinc metalloprotease FtsH (FLKDFPGF_00035)
Modification methylase Pvull (FLKDFPGF_00068) | IS5 family transposase ISEcé1 (FLKDFPGF_00042)

DNA-invertase hin (FLKDFPGF_00052)
61 39
63l 56 4036
6562 5957 54 37

69 64160 |58 55 53 0 4138| | 34

IMGPR_plasmid_2609460294_000003 15851:47671(-)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (FJGIAPHK_00047)
APH(3")-I family aminoglycosi(m)-phosphotransferase (NF033059.2) (FJGIAPHK_00043)
BLMA family bleomycin bfnding proteinf(N F033156.1) (FJGIAPHK_00044)
CMY-2 family class C beta-lactamase (NFG00191.1) (FJGIAPHK_00046)
HTH-type transcriptional regulator YidZ (FJGIAPHK_00048)
15110 family transposase 151618 (FJGlABﬁK‘ 00053) | |
1S21 family transposase ISAs29 (FJGIAPHK _ 00067) ‘ ATP- dependent zinc metalloprotease FtsH (FJGIAPHK_00036)
mRNA interferase toxin YafQ (FJGIAPHK_00051)
IS5 family transposase ISEc61 (FJGIAPHK_00054) L (L

‘ IS30famTtransposase ISAs2 FJCIAP K_O 049
1S21 family transposase ISPpu7 (FJGIAPHK_00068) 1S5 famlly transposase ISEc61 (FJGIAPHK_00042)

Modification methylase Pvull (FJGIAPHK_00069) 1S30 family transposase ISAs2 (FJGIAPHK_00045)
62 DNA-invertase hin (FJGIAPHK_00052)

64l 57 4037
6663 6058 55 tsé
70 65][61 T59 56 0 4139 | 35
K HOD DA KR A

IMGPR_plasmid_2880021599_000004 17883:51067(-)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (KCENOLGK_00061)
APH(3")-I family aminoglycosidEB—phosphotransferase (NF033059.2) (KCENOLGK_00065)
BLMA family bleomycin binding protein (NFO33156.1) (KCENOLGK_00064)
CMY-2 family class C beta—lacta‘mase (NFO00191.1) (KCENOLGK_00062)
HTH-type transcriptional regulator YlTKCENOLGK _00060)

1521 family transposase ISAs29 (KCENOLGK_00043) TP- dependent Zinc metalloprotease FtsH (KCENOLGK_00073)
—‘rnRNA interferase toxin YafQ (KCENOLGK_00058)

1S5 family transposase ISEc61 I(CENOLGK _00056) ‘

\ 1S30 family transposase ISAs2 (KCENOLGK 00059)
1S21 family transposase ISPpu7 (KCENOLGK_00042) A "ﬁ55 family transposase ISEc61 (KCENOLGK_00066)
Modification methylase Pvull (KCENOLGK_00041) IS30 family transposase ISAs2 (KCENOLGK_00063)

DNA-invertase hin (KCENOLGK_00057)

48 69
46J; 53 6872
4447 5053 55 71

35 40 45]|49 5454 67/0| | 74

IMGPR_plasmid_263096888%_000005 23349:57088(+)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (MGPDKNFG_00085)
APH(3')-I family aminoglycosid§5—phosphotransferase (NF033059.2) (MGPDKNFG_00081)
BLMA family bleomycin binding proteinW\l F033156.1) (MGPDKNFG_00082)
CMY-2 family class C beta-lactamase (NFOG0191.1) (MGPDKNFG_00084)
HTH-type transcriptional regulator Y|(FMG¢DKNFG_00086)
1S21 family transposase | ISAs29 (MGPDKNFG_00106)
mRNAlnterferasetomean (MG DKNFG _00089)
‘ IS3OfamintransposaTse ISAs2 MGPDKNFG_dO 87)
1S21 family transposase ISPpu7 (MGPDKNFG,OO‘lOW ‘ ‘ ‘
Modification methylase Pvull (MGPDKNFG_00108) |  ATP-dependent zinc metalloprotease FtsH (MGPDKNFG_00074)
DNA-invertase hin (MGPDKNFG_00090) ‘
101 I \lss family transposase ISEc61 (MGPDKNFG_00080)
o5l 1530 family transposase ISAs2 (MGPDKNFG_00083)
96 L
8

\102 999'794 92 T
IMGPR _plasmid_2609460239_000020 48323:80143(-)

104'100[9¢ 95 9391
CmlA/FloR family chloramphenicol efflux MFS transporter (NF033134.0) (NGDFEDDN_00085)
APH(3')-I family amlnoglyc05|de O phosphotransferase (NF033059.2) (NGDFEDDN_00081)
BLMA family bleomycin blndlng protelrm\lFOSPslSé 1) (NGDFEDDN_00082)
CMY-2 family class C beta- Iactamase (NF000191.1) (NGDFEDDN_00084)
HTH-type transcriptional regulator YidZ (NGDFEDDN_00086)
1S21 family transposase ISAs29 (NGDFEDDN_00105) ‘
“mRNA interferase toxin YafQ (NGDFEDDN_00088)
1S5 family transposase ISEc61 (NGDFEDDN_00092) \
| 1530 family transposase ISAs2 (NGDFEDDN_00087)
1521 family transposase ISPpu7 (NGDFEDDN_oo‘loZ)[ | rL | |

109

7977] | 73

Modification methylase Pvull (NGDFEDDN_00107) ‘ —dependent zinc metalloprotease FtsH (NGDFEDDN_00074)
DNA-invertase hin (NGDFEDDN_00089) |

100 \lSSfamﬂytransposase ISEc61 (NGDFEDDN_00080)
O4l IS famllytransposaseISAsZ(NGBFEDDN 00083)
95
\101 98 96 93 |91
103]99 9794 | 90
KRR

IMGPR_plasmid_2617271044_000008 48038:79857(-)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (BJFOPPIN_00054)
APH(3")-I family aminoglycoside ﬁlosphotransferase (NF033059.2) (BJFOPPIN_00052)
CMY-2 family class C beta-lactamase (NFO00191.1) (BJFOPPIN_00053)
ATP-dependent zinc metalloprotease FtsH (BJFOPPIN_00045)
HTH-type transcriptional regulatdr YidZ (BJFOPPIN_00055)
mRNA interferase toxin YafQ (BJFOPPIN_00057)
1S5 family transposase ISEc61 (BJFOPPIN_00059)
Modification methylase Pvull (BJFOPPIN_00072) ‘

DNA-invertase hin (BJFOPPIN_00058)

108 79 jr‘
CIKKI

67 185 family transposase ISEc61 (BJFOPPIN_00051)
6‘1 62 4946
7168 6563 60 t4'}“
73 | 70166 Te4 61 56 5048|

IMGPR_plasmid_2791355209_000003 22052:49077(-)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (FAFHPLNH_00070)
APH(3')-I family aminoglycosid%-phosphotransferase (NF033059.2) (FAFHPLNH_00074)
bleomycin binding protein Ble-MBL (NF012202.0) (FAFHPLNH_00073)
CMY-2 family class C beta-lactamase (NFO00191.1) (FAFHPLNH_00071)
HTH-type transcriptional regulator YidZ (FAFHPLNH_00069)
1521 family transposase ISAs29 (FAFHPLNH_00052) \ \
1S5 family transposase ISEc61 (FAFHPLNH_00065)
\ 1S30 family transposase ISAs2 (FAFHPLNH 00068)
1S21 family transposase ISPpu7 (FAFHPLNH_00051) lATP dependent zinc metalloprotease FtsH (FAFHPLNH_00081)
Modification methylase Pvull (FAFHPLNH‘_OOOSO) 1S5 amily trénsposase ISEc61 (FAFHPLNH_00075)
DNA-invertase hin (FAFHPLNH 00066) \ \

57 IS3§fam|Iy transposaselSAsZ (FAFHPLNH_00072)
551 62 77 80
5356 5961 64 79
49 54158 Teq 63 67 76 78|

IMGPR_plasmid_279135478%_000002 39877:71057(+)

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (BOFDOONL_00101)
APH(3")-I family aminoglycosideaphosphotransferase (NF033059.2) (BOFDOONL_00097)
BLMA family bleomycin biﬁding protein (NFO33156.1) (BOFDOONL_00098)
CMY-2 family class C beta-lactamase (NFO00191.1) (BOFDOONL_00100)
HTH-type transcriptional regulator YidZ (BOFDOONL_00102)
1S21 family transposase ISAs29 (BOFDOONL_00121)  ATP-dependent zinc metalloprotease FtsH (BOFDOONL_00089)
“MRNA interferase toxin YafQ (BOFDOONL'00105)
1S5 family transposase ISEc61 (BOFDOONL_00108) \
\ 1530 family transposase ISAs2 (BOFDOONL_00103)

1S21 family transposase ISPpu7 (BOFDOONL_00122) \ L 1S3 family transposase ISEc52 (BOFDOONL_00087)
Modification methylase Pvull (BOFDOONL_00123) |15 family transposase ISEc61 (BOFDOONL_00096)
DNA-invertase hin (BOFDOONL_00106) 1S3 family transposase ISLad1 (BOFDOONL_00088)

116 1530 family transposase ISAs2 (BOFDOONL_00099)
120 l 112
|aLil 111
117 114 Lho
124 119115 113|109 107 | 104 7| 86

IMGPR_plasmid_2775507057_000005 61545:94616(-)

APH(3")-I family aminoglycoside O- phosphotransferase (NF033059.2) (PBGPBGLK_00106)
BLMA family bleomycin binding proteln n'(NFO33156.1) (PBGPBGLK_00107)
ATP- dependent Zinc metalloprotease FtsH (PBGPBGLK_00099)
1S110 family transposase 1S1618 PBGIﬁBGLK _00113)
1S21 family transposase ISAs29 (PBGPBGLK_00130)
mRNA interferase toxin YafQ (PBGPBGLK_00111)
1S5 family transposase ISEc61 (PBGPBGLK 00117) L
| 1S30 family transposase ISAs2 (PBGPBGLK_00108)
1S21 family transposase ISPpu7 (PBGPBGLK_00131)
Modification methylase Pvull (PBGPBGLK_00132)
GP

\ 125 DNA-invertase hin (P LK_00112)
129l 121 100
120 | 114 103
126 123?119 116 110 102
133 128124 122|118] 115 109 105 104101 | 98

IMGPR_plasmid_286946828%9_000002 87253:115159(-)

NADPH-dependent FMN reductase ArsH (MBCDBNIK_00093)
ATP-dependent zinc metalloprotease FtsH (MBCDBNIK_00064)
Arsenical-resistance protein Acr3 (MBCDBNIK_00091)
Regulatory protein RepA (MBCDBNIK_00082)
13 Prophage integraglntA (MBCDBNIK_00080)
(MBCDBNIK_00092)

Arsenate reductase

96 94
98 97 195]

90 75
89 86 84 77l 72 7068 66
|8887 [85] 83 |81 | 7978 76|73 [71]69 6765 | 63

IMGPR_plasmid_2713897248 000006 39179:70471(-)

28 34
29 33
30 37

22 27|1317]|3536

IMGPR_plasmid_2775507001_000001 15437:26059(+)

quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (FHKPHFEK_00070)
23§ rRNA (adenine(2058)—N(é))—methyltransferase Erm(F) (NFO12223.0) (FHKPHFEK_00057)
tr|methopr|m resistant dihydrofolate reductase DfrA (NFO00330.1) (FHKPHFEK_00068)
ANT(‘?)?mlly aminoglycoside nucIeohdyItransferase (NF012212.1) (FHKPHFEK_00069)
type A chloramphenicol O- acetyltransferase (NFO00491.1) (FHKPHFEK_00061)
Type 1V secretion system protein virB8 (FHKPHFEK_00045)
Type IV secretion system protein VirB11 (FHKPHFEK_00048)
Jz VirB type IV secretion system (VF0365) (FHKPHFEK_00046)
15110 family transposase 154321 (FHKPH‘FEK_OOOéS)
1S1 family transposase IS1R (FHKPHFEK_00059
1S6 family transposase 1S15 (FHKPHFEK_00053)
1S6 family transposase 1515 (FHKPHFEK_00052)
1S6 family transposase 1526 (FHKPHFEK_00054)
Tyrosine recombinase XerC (FHKPHFEK_00067) ‘
Tn3 family transposase TnAs3 (FHKPHFEK_00064)| | | ATP-dependent zinc metalloprotease FtsH (FHKPHFEK_00035)
Pld (VF0491) (FHKPHFEK [00049)
\ Protein virB10 ( FHKPHFEK _00047)

1]

Retron_VI__HTH (FHKPHFEK_00058)
DNA-invertase hin (FHKPH#EK_ObOéE) 56 ‘ ‘
||| [esT | | e62]ed] |Ts5]|[[50

41 3936
4447 |37
[T43[| 40 38\ 34

IMGPR_plasmid_2869861177_000004 15.887:46625(7)

quaternary ammonium compound efflux SMR transporter QacE (NFO00276.2) (NCJGDDCP_00077)
AAC(6')-1b family arninoglycoside 6'-N-acetyltransferase (NFO33074.0) (NCJGDDCP_00074)
type B chloramphenicol O-acetyltransferase (NFO00490.1) (NCJGDDCP_00075)
OXA-2 family class D beta-lactamase (NFO00267.2) (NCJGDDCP_00076)
Type IV secretion system protein virB8 (NCJGDDCP_00064)
ATP- dependenthmc metalloprotease FtsH (NCJGDDCP_00054)
Type IV secretion system proteln VirB11 (NCJGDDCP_00067)

‘Ver type IV secretion system (VFO365) (NCJGDDCP_00065)
Phosphoglucosamme mutase (NCJGDDCP_00084) |
1S6 family transposase 156100 (NCJGDDCP_00081

“[Is6 family transposase 1526 (NCJGDDCP_00071)
Tyrosine recombinase XerC (NCJGDDCP._ 00073)
J PId (VF0491) (NCJGDDCP.00068)
hin (

Protein virB10 (NCJGDDCP_00066)

DNA-invertase hi JGDDCP_00082) \ 60 5855
80 70 63 61 tsé
83 | | [79 72 | J69 [T62[| 5957| | 53

- —
IMGPR_plasmid_2693429637_000008 33672:59106(-)

ATP-dependent zinc metalloprotease FtsH (CGJIFNEA_00093)
IS21 family transposase 151326 (CGJIFNEA_00109)
1S6 fam||y transposase 1526 (CGJIFNEA_00103)
1S6 fam||y transposase 1526 (CGJIFNEA_00107)
101
06 | 100 9794
104 |99 [95
110|108105 [102 |[ 98 96| | 92

IMGPR_plasmid_2875628046_000001 62367:76795(-)

APH(3')-1 family aminoglycoside O- phosphotransferase (NF033059.2) (PODKHGGJ_00054)
APH(6)-1 family aminoglycoside O- phosphotransferase (NF012171 0) (PODKHGGJ_00058)
aminoglycoside O-phosphotransferase APH(3")-1b (NFO32895.1) (PODKHGGJ_00057)
type A chloramphenicol O-acetyltransferase (NFO00491. TPODKHGGJ _00065)
‘ Type \% secretlon system protem virB8 (PODKHGGJ_00046)
Type IV secretion system protein VirB11 (PODKHGGJ_00049)
Type-2 restriction enzyme EcoRI| (PODKHGGJ_00064)
Phosphoglucosamine mutase (PODKH‘GEJ,ooo%) VirB type IV secretion system (VF0365) (PODKHGGJ_00047)
\ \ 1S6 family transposase 1S15 (PODKHGEJ 00052)
1S6 family transposase 1526 PODKHCGJ 00062 ATP- dependent zinc metalloprotease FtsH (PODKHGGJ_00036)
1S6 family transposase 1526 (PODKHGGJ_00055)
L 156 family transposase 1526 (PODKHGGJ_00053)
NA-invertase hin (PODKHGGJ_00056) |
lPFJ (VF0491) (PODKHGGJ_00050)
(0]

156 family transposase 1526 (PODKHGGJ_00071)

1S6 family transposase 1526 (PODKHGGJ_00069) Protein virB10 (PODKHGGJ_00048)

Dru‘antEu DrpM(PdDKHGGL 063) \ 42 4037
74 72 4543 [38
75 [73] 7068T66 61T59 51 [T44]| 4139] | 35
CHKAD GE&EIADD ]

IMGPR_plasmid_641210496_000001 17025:5_2839(-)

APH(3')-I family aminoglycoside O-phosphotransferase (NFO33059.2) (HCGGOKHM_00140)
APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (HCGGOKHM_00136)
aminoglycoside O-phosphotransferase APH(3")-Ib (NF032895 1) (HCGGOKHM_00137)
type A chloramphenicol O-acetyltransferase (NFO00491.9) (HCGGOKHM _00129)
‘ Type [\ secretlon system proteln virB8 (HCGGOKHM_00148)
Type IV secretion system protein VirB11 (HCGGOKHM 00145)
Type-2 restriction enzyme EcoRIl (HCGGOKHM_00130)
Phosphoglucosamine mutase (HCGGOKHM_00118) \/er type I\/secretlon system (VF0365) (HCGGOKHM_00147)
ISéfamnIytransposaseISlS HCGGOKHM _00142)
1S6 family transposase 1526 (HCGGOKHM_00141)
1S6 family transpbsase 1526 [HCGGOKHM_00139)
1S6 family transposase 1526 (HCGGOKHM 00132) |
Druantia_ll_DruM (HCGGOKHM_00131) \ \ ATP-dependent zinc metalloprotease FtsH (HCGGOKHM_00158)
IS6 family transposase 1526 (HCGGOKHM 00125) Protein virB10 (HCGGOKHM_00146)
IS6 family transposase 1526 (HCGGOKHM_00123) L PId (VF0491) (HCGGOKHM _00144) 157
i

120 J1127 DNA- |nvertase n HCGGOKHM _00138) l 151 154

122 126 134 49 152 155

119 121] [1247 ‘128 133 135 143 |1507153/156 | 159
- HIDD-E—IECIE

IMGPR _plasmid_2562617072_000002 97410:133224( )

CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (IBJOKENI_00091)
HTH-type transcriptim regulator HAfR (IBJOKENI_00090)
Type IV secretion system protein virB8 (IBJOKENI_00097)
ATP-dependent zinc metalloprotease FtsH (IBJOKENI_00107)
Type IV secretion system protein VirB11 (IBJOKENI_00094)
VirB type IV secretion System (VF0365) (IBJOKENI_00096)

Phosphoglucosamine mutase (IBJOKENI_00088)

Protein virB10 (IBJOKENI_00095)

1S6 family transpbsase 1526 (IBJOKENI_00093) 106

\ 101 103
98100 1o
[TooT |102105 | 108

89 | | 92

IMGPR_plasmid_2609459899.000007 69519:91309(+)

Type IV secretion system proteln virB8 (ENNFBFLJ_00047)
ATP- dependent zinc metalloprotease FtsH (ENNFBFLJ_00034)
Type IV secretion system proteln VirB11 (ENNFBFLJ_000 00050)

VirB type IV secretion system (VF0365) (ENNFBFLJ_00048)
1S6 family transposase 1S15 (ENNFBFLJ_00053)

151 family transposase IS1R (ENNFBFLJ_00044)
156 family transposase 1526 (ENNFBFLJ 00054)

PId (VF0491) (ENNFBFLJ_00051)

Protein virB10 (ENNFBFLJ_00049)

43
42 3835
55 45/[J40 [38
57 56 | | 52 46 |41 3937 | 33

- |
IMGPR_plasmid_2860589870_000004 15887:36717(-)

APH(3')-I family aminoglycoside O—phosphot@sferase (NF033059.2) (PHKMBKNB_00053)
APH(6)-1 family aminoglycoside O-phosphotransferase (NF012171.0) (PHKMBKNB_00061)

aminoglycoside O-phosphotransferase APH(3")-1b (NFO32895.1) (PHKMBKNB_00062)

aminoglycoside 3-N-acetyltransferase (NF033082.0) (PHKMBKNB_00056)

TEM family class A beta-lactamase (NFO00531.2) (PHKMBKNB_00060)

trimethoprim-resistant dihydrofolate reductase DfrA36 (NF033868.0) (EﬁKMBKNB_OOOéS)‘Type IV secretion system protein virB8 (PHKMBKNB_00044)
23S rRNA (adenine(2058)-N(6))-methyltransferase Erm(F) (NFO12223.0) (PHKMBKNB_00067)  ATP-dependent zinc metalloprotease FtsH (PHKMBKNB_00034)

TIrC/CarA/OleB/SrmB family ABC-F type ribosomal protection protein (NFO00171.1) (PHKMBKNB_00074) Type IV s‘ecretion system protein VirB11 (PHKMBKNB_00047)
CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (PHKMBKNB_00078) \ V|rB type IV secretion system (VF0365) (PHKMBKNB_00045)
APH(6)-1 family aminoErycoside O-phosphotransferase (NFO12171.0) (PHKMBKNB_00081) Tunlcamycm resistance protein (PHKMBKNB 00057)
\ 151182 famllytransposase ISCfrl(PHKMBKNB 00059) \
aminoglycoside O-phosphotransferase APH(3")-1b (NF032895.1) (PHKMBKNB_00082) 155 family transposase ISKpn26 (PHKMBKNB_00054)
HTH-type transcriptional regulator HdfR (PHKMBKNB_OOO79) \ 156 family transposase 1515 (PHKMBKNB_00051)
GMP synthase [glutamlne hydrolyzmg] (PHKMBKNB_00072) 1S6 family transposase 1526 (PHKMBKNB_00052)

Aclacinomycin methylesterase RdmC (PHKMBKNB 00071)
Flavin-dependent monooxygenase (PHKMBKNB 00070)

‘ IS9i fanmytransposase ISVsaS (PHKMBKNB_00066), ISé family transposase 1S26 PHKMEKNE_GO(TS?)
Glycine betaine transporter (PHKMBKNB_00075) Tn3 famlly transposase 1SShfr9 (PHKMBKNB. 60063)

| 4 |11
al Dl -.

| lso| | 7776 T | 73 || | 6968 |

L1 el |
e (aa

Pld (VF0491) (PHKMBKNB_00048)
Protein virB10 (PHKMBKNB_00046)

\ 40 3835

4341 |34

142 39 37|
KK

IMGPR_plasmid_2917767027_000001 15887:72922(-)

QnrVC family quinolone reslstance pentapeptide repeat protein (NFO00421.1) (GIAMJKIG_00140)
Peptide transport system permease protein SapC (GIAMJKIG_00148)
Peptide transport system permease protein SapB (GIAMJKIG_00147)
Nicotinamidé-nucleotide amldohydrolase PncC (GIAMJKIG_00142)
‘ ‘ T T ype IV secretion system proteln virB8 (GIAMJKIG_00129)
Peptide transport periplasmic proteln SapA (GIAMJKIG_ 00146)
| ATP-dependent zinc metalloprotease FtsH (GIAMJKIG_00119)
Type IV secret|on system proteln VirB11 (GIAMJKIG_O 757%2)
\ VirB type IV secretion sy system (VF0365) (GIAMJKIG_00130)
putative o><|doreductase thA (GIAMJKIG_00141)
\ 1S6 family transposase 1526 (GIAMJKIG_00133)
_syringae TTSS (VF0909) (GIAMJKIG ‘00139)‘
Phage shock protein D (GIAMJKIG_00135)
Phage shock proteln B (GIAMJKIG 00137)
Phage shock protein C (GIAMJKIG_00136)
| | | | ProteinvirB10(GIAMIKIG.00131)

Phage shock protein A (GIAMJKIG_00138) 120
Protein YgiW (GIAMJKIG_00145) 126 123
T 143 28 125 122
149 144 | 134 | 127712421 | 118

\MGPR,p\asm'\d7268745354070000(TS7714:115362(-)
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