trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (OKMCBKGM_00032)
Specificity_|_00149 Type (OKMCBKGM_00034)

Tyrosil%%combinase XerC (OKMCBKGM_00037) PDC-S02_WP_151674975.1 (OKMCBKGM_00044)
RM_Type_|_MTases_FAM_0 (OKM‘CBKGM 00033 WYL_LILIN_IV_V_VI_1 (OKMCBKGM_00042)
Sortase B (VF0789) (OKMCBKGM_00027) RM Type_I_S_02 (OKMCBKGM_00038) Orf5_00008 Orf5 (OKMCBKGM_00041) ‘
capH (OKMCBKGM_OOOSO) REase 1_.00001 Type (OKMCBKGM_00040) LexA repressor (OKMCBKGM_00045)
28 29 [ 31 35 36 \ 43 | 46 47 48
R S B, Y B S

I ) [
IMGPR_plasmid_3300029476_000096: 29,036-49,388 (+)
Specificity_1_00149 Type (IJACEHIJ_00033)
Tyrosine recombinase XerC WCEH 1J_00032)
RM__Type_|_MTases_FAM_O (IJACEHIJ_00029)

RM_Type_I_S_02 (IJACEHIJ_00030) REase_|_00001 Type (IJACEHIJ_00036)
24 \ 31 | 34 35 \ Orf5_00008 Orf5 (IJACEHIJ_00037)

-— N —— — I —— E— R— —
IMGPR_plasmid_3300053491_072964:27,967-47,512 (+)

Specificity_I_00149 Type(IMCEMDLD 00027)
Tyrosine recombinase XerC (IMCEMDLD 00029)
RM_Type_I_S_OZ (IMCEMDLD_00030) RM_Type_IV__Type_IV_05 (IMCEMDLD_00033)
‘ REase_|_00001 Type (IMCEMDLD 00032,
06 (IMCEMDLD_00028) 31 ‘ 34 35

RM_Type_|_MTases_FAM_0 (IMCEMDLD _ 00026)
RM__Type_I_S

IMGPR_plasmid_2806310962_000007:21,062-39,980 (+)
Specificity_1_00149 Type (NCDNDMND_00036)
Tyrosine recombinase XerC (NCDNDMND_00038) RM_Type_IV_Type_IV_05 (NCDNDMND_00042)

RM_Type 1S 06 (NCDNDMND_00039) DNA polymerase IV (NCDNDMND_00043)
RM_Type_I_MTases_FAM_0 (NCDNDMND_00035) REase_|_00001 Type (NCDNDMND_00041)
RM_Type_I_S 03 (NCDNDMND_00037) 40 \ \ 44 45 46 48

- . —— — I ——— —
IMGPR_plasmid_2833076353_000004: 31,559-51,985 (+)

Specificity_| 00149Type (JECEJHDN_00032)

Tyrosine recombinase XerC (JECEJHDN _00034) RM_Type_IV_Type_IV_05 (JECEJHDN_00038)
RM_Type_I_S_S 1 (JECEJHDN_00035) DNA polymerase |V (JECEJHDN_00039)
RM_ Type_|_MTases_FAM_ 0 (JEC JHDN_0003‘1) REase_|_00001 Type (JEC EJHDN_OOO?;7)
RM_Type_|_S 03 (JECEJHDN_00033) 36 \ | 40 41 42 43
AP OEH O O OF T DD {0
- N I I S I
IMGPR_plasmid_2911388486_000002: 29,773-50,533 (+)
Specificity_|_00149 Type (IJHPEEJE_00032) 1S1595 family transposase ISPana1 (IJHPEEJE_00041)
Tyrosine e recombinase XerC (IJHPEEJE_00034) RM_Type_IV_ Type_IV_05 (IJHPEEJE_00038)
RM__Type_|_S_06 (IJHPEEJE_00035) DNA polymerase IV (IJHPEEJE_00039)
RM_ Type_I_MTases_FAM_0 (IJHPEEJE_00031) REase_|_00001 Type (IJHPEEJE_00037)
RM_Type_|_$ 06 (IJH PEEJE_OOO33L 36 \ \ 40 42 43 44
OO HT O Ot OF O HDOIDDPDHDE O 0D
I 1 I

IMGPR_plasmid_2911559768 000003: 28,792 50,164 (+)
Specificity_I_00049 Type (DDCKNAHI_00035)
Specificity_|_00149 Type (DDCKNAHI_00034) RM_Type_IV_ Type_IV_05 (DDCKNAHI_00038)
Tyrosine recombinase XerC (DDCKNAHI_00033) DNA polymerase IV (DDCKNAHI_00039)
RM_ Type_|_MTases_FAM_0 (DDCKNAHI_00031) REase_|_00001 Type (DDCKNAHI_00037)
RM__Type_I_S_06 (DDCKNAHI_00032) 36 \ | 40 41 42 43

A s Ve b I, e W/ S0, S R N — v e e W

- o —— E— ————— 1 —1 ——
IMGPR _plasmid 2911391394 000002:29,773-50,533 (+)

Specificity_I_00049 Type (DJAOGHAC_00032)
Specificity_I_00149 Type (DJAOGHAC_00031) RM_Type_IV_Type_IV_05 (DJAOGHAC_00035)

Tyrosine recombinase XerC (DJAOGHAC,OOOSO) DNA polymerase IV (DJAOGHAC_00036)
RM_ Type_I_MTases_FAM_0 (DJAOGHAC_00028) i REase_|_00001 Type (DJAOGHAC_00034)
RM_Type_I_S_06 (DJAOGHAL_ 00029, 33 \ | 37 38 39 40
N A I

\MGPR,p\asm'\d72806%%8500004: 27,120-47,821 (+)
Specificity_I_00149 Type (IFEEPGEH_00024)
Tyrosine recombinase XerC (IFEEPGEH_00025) RM _Type_IV_Type_IV_05 (IFEEPGEH_00020)
RM__Type_|_S.06 (IFEEPGEH_00023) DNA polymerase IV (IFEEPGEH_00019)
RM_ Type_|_MTases_FAM_0 (IFEEPGEH_00027) REase_|_00001 Type (IFEEPGEH_00021)
RM_Type_|_S_06 (IFEEPGEH_00026) 22 \ 1817 16 15

— e E— —
IMGPR _plasmid 2911472677 _000003: 4,590-25,707 (-)

Specificity_l_00149 Type (HHMFHPHO_00033)
Tyrosine recombinase XerC (HHMFHPHO_00035) RM_Type_IV_Type_IV_05 (HHMFHPHO_00039)

RM?Type,LS,Oé (HHMFHPHO_00036) DNA polymerase IV (HHMFHPHO_00040)
RM__Type_|l_MTases_FAM_0 (HHMFHPHO 00032) REase_|_00001 Type (HHMFHPHO_00038) 1S91 family transposase ISMno24 (HHMFHPHO_00044)
RM_Type IS 06 (HHMFHPHO_ 00034) 37 \ \ 4142 43 45 46 47

AP E DB HT O DEDE OF O DD {TOEEHOED-{ 0D

- - — I ——— —
IMGPR_plasmid_2911432606_000002: 29,968-53,642 (+)

Specificity_|_00149 Type (HLADDOBB_00032)
Tyrosine recombinase XerC (HLADDOBB_00034) RM_Type_IV_Type_IV_05 (HLADDOBB_00038)

RM__Type_|_S_06 (HLADDOBB_00035) DNA polymerase IV (HLADDOBB_00039)
RM__Type_|_MTases_FAM_O (HLA DOBB_OOOSl)é REase_|_00001 Type (HLADDOBB_00037) 40
RM_Type_|I_S_51 (HLADDOBB_00033) 36 ‘ ‘ Tﬂ 42 43 PDC-S02_WP_011937941.1 (HLADDOBB_00045)

@D T THOESE - O OO —OE0D

- N — — e EE— I EE—
IMGPR_plasmid_3300029334_000082: 29,055-49,874 (+)

Specificity_I_00149 Type (IPHNOAND_00021)
Specificity__00004 Type (IPHNOAND_00020)

Specificity_l_00149 Type (IPHNOAND_00024) RM_Type_IV_Type_IV_05 (IPHNOAND_00017)
Tyrosine?e'&)mbinase XerC (IPHNOAND_00022) DNA polymerase IV (IPHNOAND_00016)
Specificity_l_00085 Type (IPHNOAND_00023) REase_|_00001 Type (IPHNOAND_00018)
RM_ Type_|_MTases FAM_0 (IPHNOAND 00035) | | 19 \ | 1514 13 12

- N —— — — I — — —
IMGPR_plasmid_3300029773_000161:4,142-24,387 (-)

Specificity_|_00004 Type (KIBIIHJM_00024)
Specificity_|_00149 Type (KIBIIHJM_00025)  RM_Type_IV_Type_IV_05 (KIBIIHJM_00021)

RM_ Type_|_MTases_FAM_0 (KIBIIHJM_00026) DNA polymerase IV (KIBIIHJM_00020)
REase_|_00001 Type (KIBIIHJM_00022)
23 \ \ 1918 17 16

- . —— I ——— —
IMGPR _plasmid_3300053491 076372:7,491-25477 (-)

Specificity_1_00149 Type (ALMINHNL_00035) RM _Type_IV_Type_IV_05 (ALMINHNL_00039)

Tyrosine recombinase XerC (ALMINHNL_00034) DNA polymerase IV (ALMINHNL_00040)
RM_ Type_|_MTases_FAM_0 (ALMINHNL_00032) REase_|_00001 Type (ALMINHNL_00038) drt-UG17 DRT (ALMINHNL_00045)
RM_Type_I_S_06 (ALMINHNL_00033) 36 37 \ \ 41 42 43 44 46

- . —— — I ———— — —
IMGPR_plasmid_3300029418_000126:29,812-52,481 (+)

Specificity_|_00149 Type (KLEFEMDC_00029)

e

Tyrosine recombinase XerC (KLEFEMDC_00027) RM_Type_IV_Type_IV_05 (KLEFEMDC_00023)
J: RM__Type_|_S_06 (KLEFEMDC_00026) DNA polymerase IV (KLEFEMDC_00022)
RM__Type_|_MTases_ FAM_O (KLE EMDC_OOO?:O) REase_|_00001 Type (KLEFEMDC_00024)
| 28 | 25 \ | 2120

—

IMGPR_plasmid_3300053491 076660: 10.536-29,772 ()
Specificity_|_00122 Type (EANNIEEC_00020)
Tyrosine recombinase XerC (EAWN IEEC_00021)
RM_ Type_|_REases_FAM_O.einsi_trimmed (EANNIEEC_00024) Specificity,I,OOO‘17 Type (EANNIEEC_00019)

Specificity_|_00061 Type (EANNIEEC_00022)
MTase_|_00016 Type (EANNIEEC 00023) | | 18 17 16
w

IMGPR _plasmid_3300029193 000057:4,978-23,701 (-)
Tyrosine recombinase XerC (BAGEIPPE_00041)
RM_ Type_|_REases_FAM_O.einsi_trimmed (BAGEIPPE_00038)  Specificity_I_00061 Type (BAGEIPPE_00043)

Specificity_|_00061 Type (BAGEIPPE_00040)
MTase_|_00016 Type (BAGEIPPE 00039) | 42 44 45 46

- . ————— — ———— ] — — E—
IMGPR_plasmid_3300029326_000035: 34,067-51,841 (+)

Tyrosine recombinase XerC (AONOALLH_00019)
Specificity_|_00061 Type (AONOALLH_00020)
RM_ Type_|_REases_FAM_Q.einsi_trimmed (AONOALLH_00022) gpeciﬁcity_l_00017 Type (AONOALLH_00017)

\MTase,I,OOOlé Type (AONOALLI‘-LOOOZ 1) \ 18 Protein of unknown function (Retron_VII_2_ DUF3800) (AONOALLH_00016)
- el —— N S EE— I

IMGPR_plasmid_3300029819_000065:4,973-22,876 (-)
Gabija_GajB_2 (EKEHCEBD_00031) 32 33 34 35 36

A DT A ODE DL LD

] N
IMGPR _plasmid_3300029607_000100: 29,024-46,478 (+)
27 28 29 30 32 Protein of unknown function (Retron_VII_2_ DUF3800) (NOCEBLOI_00033)

D@D DB D{ {OEDD

[} - I
IMGPR_plasmid_3300053491_068665:27,863-39,357 (+)
tet_protect_ M-NCBIFAM tetracycline resistance ribosomal protection protein Tet(M) (NFO12155.1) (OHINOPBJ_00028)
Protein of unknown function (Retron_VII_2_ DUF3800) (OHINOPBJ_00036)
Transposase from transposon Tn916 (OHINOPBJ_00030)
Transposase from transposon Tn916 (OHINOPBJ_00029) 35 39 putative protein YjdF (OHINOPBJ_00040)

— I E—
IMGPR_plasmid_3300014771_000027: 30,502-43,884 (+)

} 9000 nt {
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




