
IMGPR_plasmid_3300023717_000035: 30,156-45,986 (+)

27 28
capH (NLADKNCG_00029)

30

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (NLADKNCG_00031)

RM__Type_I_MTases_FAM_0 (NLADKNCG_00032)

RM__Type_I_S_51 (NLADKNCG_00033)

Tyrosine recombinase XerC (NLADKNCG_00034)
Specificity_I_00149 Type (NLADKNCG_00035)

RM__Type_I_S_06 (NLADKNCG_00036)

37
REase_I_00001 Type (NLADKNCG_00038)

RM_Type_IV__Type_IV_05 (NLADKNCG_00039)
DNA polymerase IV (NLADKNCG_00040)

41 42

IMGPR_plasmid_3300029386_000167: 27,313-39,816 (+)

RM__Type_I_MTases_FAM_0 (OFCKOBPK_00029)

RM__Type_I_S_51 (OFCKOBPK_00030)

Tyrosine recombinase XerC (OFCKOBPK_00031)
Specificity_I_00149 Type (OFCKOBPK_00032)

RM__Type_I_S_06 (OFCKOBPK_00033)
34 REase_I_00001 Type (OFCKOBPK_00035)

IMGPR_plasmid_3300029849_000129: 972-14,430 (-)

RM_Type_IV__Type_IV_05 (ECKIJIFI_00001)
REase_I_00001 Type (ECKIJIFI_00002)
34

Specificity_I_00149 Type (ECKIJIFI_00005)
Tyrosine recombinase XerC (ECKIJIFI_00006)

RM__Type_I_S_06 (ECKIJIFI_00007)
RM__Type_I_MTases_FAM_0 (ECKIJIFI_00008)

IMGPR_plasmid_3300029108_000059: 214-15,641 (-)

1

DNA polymerase IV (LADEHHDM_00002)
RM_Type_IV__Type_IV_05 (LADEHHDM_00003)

REase_I_00001 Type (LADEHHDM_00004)
5

Specificity_I_00017 Type (LADEHHDM_00006)
Tyrosine recombinase XerC (LADEHHDM_00007)

RM__Type_I_S_06 (LADEHHDM_00008)

Specificity_I_00149 Type (LADEHHDM_00009)

RM__Type_I_MTases_FAM_0 (LADEHHDM_00010)

IMGPR_plasmid_3300029316_000115: 30,020-45,448 (+)

RM__Type_I_MTases_FAM_0 (LEALEHDC_00031)
RM__Type_I_S_06 (LEALEHDC_00032)

Tyrosine recombinase XerC (LEALEHDC_00033)
Specificity_I_00017 Type (LEALEHDC_00034)

35
REase_I_00001 Type (LEALEHDC_00036)

RM_Type_IV__Type_IV_05 (LEALEHDC_00037)
DNA polymerase IV (LEALEHDC_00038)

39

IMGPR_plasmid_3300008619_000038: 1,520-14,985 (-)

RM_Type_IV__Type_IV_05 (NPBCADLP_00001)
REase_I_00001 Type (NPBCADLP_00002)

3

RM__Type_I_S_06 (NPBCADLP_00004)
Tyrosine recombinase XerC (NPBCADLP_00005)

RM__Type_I_S_06 (NPBCADLP_00006)

Specificity_I_00149 Type (NPBCADLP_00007)

RM__Type_I_MTases_FAM_0 (NPBCADLP_00008)

IMGPR_plasmid_3300029861_000198: 16,890-32,402 (+)

RM__Type_I_MTases_FAM_0 (MAOMFDFG_00021)
RM__Type_I_S_06 (MAOMFDFG_00022)

Tyrosine recombinase XerC (MAOMFDFG_00023)
Specificity_I_00149 Type (MAOMFDFG_00024)

Specificity_I_00049 Type (MAOMFDFG_00025)

26
REase_I_00001 Type (MAOMFDFG_00027)

RM_Type_IV__Type_IV_05 (MAOMFDFG_00028)
DNA polymerase IV (MAOMFDFG_00029)

30

IMGPR_plasmid_3300006298_000081: 144-15,647 (-)

1

DNA polymerase IV (OPEONAFC_00002)
RM_Type_IV__Type_IV_05 (OPEONAFC_00003)

REase_I_00001 Type (OPEONAFC_00004)
5

Specificity_I_00049 Type (OPEONAFC_00006)
Specificity_I_00149 Type (OPEONAFC_00007)

Tyrosine recombinase XerC (OPEONAFC_00008)

RM__Type_I_S_51 (OPEONAFC_00009)
RM__Type_I_MTases_FAM_0 (OPEONAFC_00010)

IMGPR_plasmid_3300029434_000253: 155-15,735 (-)

1

DNA polymerase IV (JNKEMOGJ_00002)
RM_Type_IV__Type_IV_05 (JNKEMOGJ_00003)

REase_I_00001 Type (JNKEMOGJ_00004)
5

RM__Type_I_S_51 (JNKEMOGJ_00006)
Tyrosine recombinase XerC (JNKEMOGJ_00007)

RM__Type_I_S_51 (JNKEMOGJ_00008)
RM__Type_I_MTases_FAM_0 (JNKEMOGJ_00009)

IMGPR_plasmid_3300014954_000062: 34,197-49,761 (+)

RM__Type_I_MTases_FAM_0 (FFFNEIMG_00038)

Specificity_I_00149 Type (FFFNEIMG_00039)

RM__Type_I_S_06 (FFFNEIMG_00040)

Tyrosine recombinase XerC (FFFNEIMG_00041)
RM__Type_I_S_06 (FFFNEIMG_00042)

43
REase_I_00001 Type (FFFNEIMG_00044)

RM_Type_IV__Type_IV_05 (FFFNEIMG_00045)
DNA polymerase IV (FFFNEIMG_00046)

47

IMGPR_plasmid_3300029696_000160: 87-15,154 (-)

DNA polymerase IV (ONNCMMBJ_00001)

RM_Type_IV__Type_IV_05 (ONNCMMBJ_00002)
REase_I_00001 Type (ONNCMMBJ_00003)

4

RM__Type_I_S_03 (ONNCMMBJ_00005)

Specificity_I_00149 Type (ONNCMMBJ_00006)
Tyrosine recombinase XerC (ONNCMMBJ_00007)

RM__Type_I_S_06 (ONNCMMBJ_00008)
RM__Type_I_MTases_FAM_0 (ONNCMMBJ_00009)

IMGPR_plasmid_3300023719_000058: 101-15,959 (-)

12

DNA polymerase IV (ADLACOGI_00003)
RM_Type_IV__Type_IV_05 (ADLACOGI_00004)

REase_I_00001 Type (ADLACOGI_00005)
6

RM__Type_I_S_06 (ADLACOGI_00007)
Tyrosine recombinase XerC (ADLACOGI_00008)

RM__Type_I_S_03 (ADLACOGI_00009)

Specificity_I_00149 Type (ADLACOGI_00010)

RM__Type_I_MTases_FAM_0 (ADLACOGI_00011)

IMGPR_plasmid_3300039331_000079: 115-14,520 (-)

12

DNA polymerase IV (DGPIGFNH_00003)
RM_Type_IV__Type_IV_05 (DGPIGFNH_00004)

REase_I_00001 Type (DGPIGFNH_00005)
6

RM__Type_I_S_06 (DGPIGFNH_00007)
RM__Type_I_MTases_FAM_0 (DGPIGFNH_00008)

Sortase B (VF0789) (DGPIGFNH_00013)

IMGPR_plasmid_3300029574_000131: 145-15,955 (-)

12

DNA polymerase IV (KHAHHCHM_00003)
RM_Type_IV__Type_IV_05 (KHAHHCHM_00004)

REase_I_00001 Type (KHAHHCHM_00005)
6

Specificity_I_00004 Type (KHAHHCHM_00007)
Specificity_I_00149 Type (KHAHHCHM_00008)

Tyrosine recombinase XerC (KHAHHCHM_00009)

RM__Type_I_S_06 (KHAHHCHM_00010)
RM__Type_I_MTases_FAM_0 (KHAHHCHM_00011)

IMGPR_plasmid_3300029411_000151: 26,546-42,356 (+)

RM__Type_I_MTases_FAM_0 (JMBNHCBP_00029)
RM__Type_I_S_06 (JMBNHCBP_00030)

Tyrosine recombinase XerC (JMBNHCBP_00031)
Specificity_I_00149 Type (JMBNHCBP_00032)

Specificity_I_00004 Type (JMBNHCBP_00033)

34
REase_I_00001 Type (JMBNHCBP_00035)

RM_Type_IV__Type_IV_05 (JMBNHCBP_00036)
DNA polymerase IV (JMBNHCBP_00037)

38 39

IMGPR_plasmid_3300029586_000202: 31,047-46,857 (+)

RM__Type_I_MTases_FAM_0 (JHMDDFOF_00033)
Specificity_I_00017 Type (JHMDDFOF_00034)

Tyrosine recombinase XerC (JHMDDFOF_00035)
Specificity_I_00149 Type (JHMDDFOF_00036)

Specificity_I_00004 Type (JHMDDFOF_00037)

38
REase_I_00001 Type (JHMDDFOF_00039)

RM_Type_IV__Type_IV_05 (JHMDDFOF_00040)
DNA polymerase IV (JHMDDFOF_00041)

42 43

IMGPR_plasmid_3300029409_000150: 145-13,793 (-)

12

DNA polymerase IV (GLOAPKFP_00003)
RM_Type_IV__Type_IV_05 (GLOAPKFP_00004)

REase_I_00001 Type (GLOAPKFP_00005)
6

Specificity_I_00004 Type (GLOAPKFP_00007)
Specificity_I_00149 Type (GLOAPKFP_00008)

RM__Type_I_MTases_FAM_0 (GLOAPKFP_00009)

IMGPR_plasmid_3300029743_000132: 125-13,457 (-)

1

DNA polymerase IV (OBJFFGNL_00002)
RM_Type_IV__Type_IV_05 (OBJFFGNL_00003)

REase_I_00001 Type (OBJFFGNL_00004)
5

RM__Type_I_S_06 (OBJFFGNL_00006)
RM__Type_I_MTases_FAM_0 (OBJFFGNL_00007)

IMGPR_plasmid_3300029390_000121: 29,933-45,045 (+)

RM__Type_I_MTases_FAM_0 (PIFAEBPG_00032)
RM__Type_I_S_06 (PIFAEBPG_00033)

Tyrosine recombinase XerC (PIFAEBPG_00034)
Specificity_I_00149 Type (PIFAEBPG_00035)

36 37
REase_I_00001 Type (PIFAEBPG_00038)

RM_Type_IV__Type_IV_05 (PIFAEBPG_00039)

DNA polymerase IV (PIFAEBPG_00040)

IMGPR_plasmid_3300006257_000083: 751-11,952 (-)

RM_Type_IV__Type_IV_05 (OCJLELPG_00001)
REase_I_00001 Type (OCJLELPG_00002)

3

RM__Type_I_S_06 (OCJLELPG_00004)
RM__Type_I_MTases_FAM_0 (OCJLELPG_00005)

IMGPR_plasmid_3300014934_000041: 30,071-48,560 (+)

RM__Type_I_MTases_FAM_0 (PGPNJAIK_00033)
RM__Type_I_S_06 (PGPNJAIK_00034)

Tyrosine recombinase XerC (PGPNJAIK_00035)
Specificity_I_00149 Type (PGPNJAIK_00036)

Specificity_I_00085 Type (PGPNJAIK_00037)

38
REase_I_00001 Type (PGPNJAIK_00039)

RM_Type_IV__Type_IV_05 (PGPNJAIK_00040)
DNA polymerase IV (PGPNJAIK_00041)

42 43 44
WYL_I_II_III_IV_V_VI_1 (PGPNJAIK_00045)

46

IMGPR_plasmid_3300029777_000108: 26,017-45,818 (+)

RM__Type_I_MTases_FAM_0 (BLODKLNB_00028)

Specificity_I_00149 Type (BLODKLNB_00029)

RM__Type_I_S_06 (BLODKLNB_00030)

Tyrosine recombinase XerC (BLODKLNB_00031)

Specificity_I_00149 Type (BLODKLNB_00032)
Specificity_I_00049 Type (BLODKLNB_00033)

34
REase_I_00001 Type (BLODKLNB_00035)

RM_Type_IV__Type_IV_05 (BLODKLNB_00036)

DNA polymerase IV (BLODKLNB_00037)
38

39 40 41

WYL_I_II_III_IV_V_VI_1 (BLODKLNB_00042)

PDC-S02_WP_011937941.1 (BLODKLNB_00043)
LexA repressor (BLODKLNB_00044)

IMGPR_plasmid_3300029870_000053: 23,764-29,876 (+)

RM__Type_I_MTases_FAM_0 (POLNCKLL_00029)
Specificity_I_00149 Type (POLNCKLL_00030)

RM__Type_I_S_06 (POLNCKLL_00031)

IMGPR_plasmid_3300030039_000109: 49-7,912 (-)

Specificity_I_00149 Type (KLBKNLCD_00001)
Tyrosine recombinase XerC (KLBKNLCD_00002)

RM__Type_I_S_06 (KLBKNLCD_00003)

Specificity_I_00149 Type (KLBKNLCD_00004)

RM__Type_I_MTases_FAM_0 (KLBKNLCD_00005)

IMGPR_plasmid_3300007361_000095: 14,091-20,362 (+)

RM__Type_I_MTases_FAM_0 (HIEHFDMI_00021)
Specificity_I_00149 Type (HIEHFDMI_00022)

RM__Type_I_S_06 (HIEHFDMI_00023)

IMGPR_plasmid_3300008079_000074: 124-6,304 (-)

RM__Type_I_S_06 (MAEHEHGD_00001)

Specificity_I_00149 Type (MAEHEHGD_00002)
RM__Type_I_MTases_FAM_0 (MAEHEHGD_00003)

IMGPR_plasmid_3300029862_000108: 12,528-18,175 (+)

RM__Type_I_MTases_FAM_0 (NODMHIMP_00021)
Specificity_I_00149 Type (NODMHIMP_00022)

IMGPR_plasmid_3300029782_000133: 23,553-29,877 (+)

RM__Type_I_MTases_FAM_0 (OHFCNBAP_00026)
Specificity_I_00149 Type (OHFCNBAP_00027)

28

IMGPR_plasmid_3300029676_000075: 104-6,205 (-)

1

Specificity_I_00149 Type (FDBJMAFL_00002)
RM__Type_I_MTases_FAM_0 (FDBJMAFL_00003)

IMGPR_plasmid_3300029761_000143: 56-6,273 (-)

Specificity_I_00004 Type (JGBMMGCG_00001)
Specificity_I_00149 Type (JGBMMGCG_00002)

RM__Type_I_MTases_FAM_0 (JGBMMGCG_00003)

IMGPR_plasmid_3300029668_000066: 9,996-16,702 (+)

RM__Type_I_MTases_FAM_0 (PPFMDKCB_00018)

Specificity_I_00149 Type (PPFMDKCB_00019)
Specificity_I_00017 Type (PPFMDKCB_00020)

IMGPR_plasmid_3300029410_000084: 82-8,698 (-)

Specificity_I_00043 Type (BOALHPNA_00001)

Tyrosine recombinase XerC (BOALHPNA_00002)

3

Specificity_I_00149 Type (BOALHPNA_00004)

RM__Type_I_MTases_FAM_0 (BOALHPNA_00005)

IMGPR_plasmid_2834348801_000005: 26,805-34,998 (+)

RM__Type_I_MTases_FAM_0 (GCCFHKCH_00032)

Specificity_I_00149 Type (GCCFHKCH_00033)

34

Tyrosine recombinase XerC (GCCFHKCH_00035)

36

IMGPR_plasmid_3300029353_000135: 10,751-20,153 (+)

RM__Type_I_MTases_FAM_0 (MOFPPBHL_00019)

Specificity_I_00149 Type (MOFPPBHL_00020)

21

Tyrosine recombinase XerC (MOFPPBHL_00022)

RM__Type_I_S_51 (MOFPPBHL_00023)
24

IMGPR_plasmid_3300029755_000157: 421-9,823 (-)

1
RM__Type_I_S_51 (EEFLAJDE_00002)

Tyrosine recombinase XerC (EEFLAJDE_00003)

4

Specificity_I_00149 Type (EEFLAJDE_00005)

RM__Type_I_MTases_FAM_0 (EEFLAJDE_00006)

IMGPR_plasmid_3300029328_000082: 29,080-36,932 (+)

RM__Type_I_MTases_FAM_0 (LEAKAOFF_00030)

Specificity_I_00149 Type (LEAKAOFF_00031)

32

Tyrosine recombinase XerC (LEAKAOFF_00033)

Specificity_I_00149 Type (LEAKAOFF_00034)

IMGPR_plasmid_3300029373_000190: 125-9,434 (-)

1
Specificity_I_00017 Type (IIFNEECI_00002)

Tyrosine recombinase XerC (IIFNEECI_00003)
Specificity_I_00004 Type (IIFNEECI_00004)

Specificity_I_00149 Type (IIFNEECI_00005)

RM__Type_I_MTases_FAM_0 (IIFNEECI_00006)

IMGPR_plasmid_2802429531_000001: 76-8,539 (-)

Specificity_I_00049 Type (NCBFPKFJ_00001)

Specificity_I_00149 Type (NCBFPKFJ_00002)
Tyrosine recombinase XerC (NCBFPKFJ_00003)

RM__Type_I_S_06 (NCBFPKFJ_00004)
RM__Type_I_MTases_FAM_0 (NCBFPKFJ_00005)

IMGPR_plasmid_3300007797_000068: 35,329-43,083 (+)

RM__Type_I_MTases_FAM_0 (MJPNPJMN_00037)
RM__Type_I_S_06 (MJPNPJMN_00038)

Specificity_I_00149 Type (MJPNPJMN_00039)
Tyrosine recombinase XerC (MJPNPJMN_00040)

IMGPR_plasmid_3300014935_000044: 12,679-21,098 (+)

RM__Type_I_MTases_FAM_0 (LFECKBDI_00023)
RM__Type_I_S_06 (LFECKBDI_00024)

Tyrosine recombinase XerC (LFECKBDI_00025)
Specificity_I_00149 Type (LFECKBDI_00026)

Specificity_I_00085 Type (LFECKBDI_00027)

IMGPR_plasmid_3300029793_000219: 44-8,567 (-)

RM__Type_I_S_06 (PGIOOAFM_00001)
Tyrosine recombinase XerC (PGIOOAFM_00002)

RM__Type_I_S_06 (PGIOOAFM_00003)
RM__Type_I_MTases_FAM_0 (PGIOOAFM_00004)

IMGPR_plasmid_3300029350_000138: 1,131-8,408 (-)

Tyrosine recombinase XerC (BGJHCMGG_00001)

RM__Type_I_S_06 (BGJHCMGG_00002)
RM__Type_I_MTases_FAM_0 (BGJHCMGG_00003)

IMGPR_plasmid_3300029776_000102: 32,317-38,515 (+)

RM__Type_I_MTases_FAM_0 (MAGEBNAC_00035)
RM__Type_I_S_06 (MAGEBNAC_00036)

IMGPR_plasmid_3300007109_000088: 59-6,370 (-)

RM__Type_I_S_06 (LBMCEMIK_00001)
RM__Type_I_MTases_FAM_0 (LBMCEMIK_00002)

IMGPR_plasmid_3300008096_000111: 33,988-44,000 (+)

RM__Type_I_MTases_FAM_0 (IBJAJKFH_00036)
RM__Type_I_S_06 (IBJAJKFH_00037)

Specificity_I_00149 Type (IBJAJKFH_00038)
Tyrosine recombinase XerC (IBJAJKFH_00039)

40 41

IMGPR_plasmid_3300039376_000112: 66-8,071 (-)

Tyrosine recombinase XerC (JJLHFHAG_00001)
Specificity_I_00149 Type (JJLHFHAG_00002)

RM__Type_I_S_06 (JJLHFHAG_00003)
RM__Type_I_MTases_FAM_0 (JJLHFHAG_00004)

IMGPR_plasmid_3300007714_000115: 18,759-24,982 (+)

RM__Type_I_MTases_FAM_0 (KJENLJOM_00022)
Specificity_I_00149 Type (KJENLJOM_00023)

RM__Type_I_S_03 (KJENLJOM_00024)

IMGPR_plasmid_3300029860_000072: 851-6,978 (-)

1

Specificity_I_00149 Type (NCCBHMAH_00002)
RM__Type_I_MTases_FAM_0 (NCCBHMAH_00003)

IMGPR_plasmid_3300029756_000095: 54-7,906 (-)

Specificity_I_00149 Type (IDAAKIJH_00001)

Tyrosine recombinase XerC (IDAAKIJH_00002)
Specificity_I_00043 Type (IDAAKIJH_00003)

RM__Type_I_MTases_FAM_0 (IDAAKIJH_00004)

IMGPR_plasmid_3300029412_000120: 29,336-35,553 (+)

RM__Type_I_MTases_FAM_0 (IEMAJFCB_00031)
Specificity_I_00110 Type (IEMAJFCB_00032)

IMGPR_plasmid_3300007796_000060: 29,540-35,805 (+)

RM__Type_I_MTases_FAM_0 (INPOJAHA_00030)
RM__Type_I_S_02 (INPOJAHA_00031)

IMGPR_plasmid_3300029855_000104: 2,859-10,011 (-)

1
RM__Type_I_S_51 (DHCGDFPJ_00002)

RM__Type_I_MTases_FAM_0 (DHCGDFPJ_00003)

IMGPR_plasmid_3300029702_000079: 17,558-23,862 (+)

RM__Type_I_MTases_FAM_0 (EBBLNDLK_00022)
RM__Type_I_S_51 (EBBLNDLK_00023)

IMGPR_plasmid_3300014040_000040: 16,300-24,214 (+)

RM__Type_I_MTases_FAM_0 (LFHCJPFA_00024)
RM__Type_I_S_51 (LFHCJPFA_00025)

Tyrosine recombinase XerC (LFHCJPFA_00026)
Specificity_I_00149 Type (LFHCJPFA_00027)

IMGPR_plasmid_3300030379_000103: 30,221-37,614 (+)

RM__Type_I_MTases_FAM_0 (HCJJKCFI_00034)
RM__Type_I_S_51 (HCJJKCFI_00035)

Tyrosine recombinase XerC (HCJJKCFI_00036)

IMGPR_plasmid_3300029643_000075: 26,957-33,226 (+)

RM__Type_I_MTases_FAM_0 (CLLCMGEO_00029)
Specificity_I_00149 Type (CLLCMGEO_00030)

RM__Type_I_S_06 (CLLCMGEO_00031)

IMGPR_plasmid_3300008077_000125: 13-5,152 (-)

RM__Type_I_MTases_FAM_0 (ALEGAFFP_00001)

IMGPR_plasmid_3300029671_000128: 34-5,478 (-)

1
RM__Type_I_MTases_FAM_0 (LGFEJHON_00002)

IMGPR_plasmid_3300006739_000058: 643-4,688 (-)

ATP-dependent DNA helicase Rep (OJEKDFBL_00001)

IMGPR_plasmid_3300039329_000112: 76-6,313 (-)

RM__Type_I_S_06 (FLHLLLCI_00001)2
RM__Type_I_MTases_FAM_0 (FLHLLLCI_00003)

IMGPR_plasmid_3300029686_000121: 11,862-16,080 (+)

RM__Type_I_MTases_FAM_0 (HOEAJCNI_00021)

IMGPR_plasmid_3300029010_000063: 639-6,895 (-)

RM__Type_I_S_06 (LGKAEMOF_00001)MTase_I_00002 Type (LGKAEMOF_00002)

IMGPR_plasmid_3300029011_000077: 166-15,230 (-)

Orf5_00008 Orf5 (DEBCDOAA_00001)
REase_I_00001 Type (DEBCDOAA_00002)

3

RM__Type_I_S_06 (DEBCDOAA_00004)
Tyrosine recombinase XerC (DEBCDOAA_00005)

Specificity_I_00103 Type (DEBCDOAA_00006)

Specificity_I_00149 Type (DEBCDOAA_00007)

RM__Type_I_MTases_FAM_0 (DEBCDOAA_00008)

IMGPR_plasmid_3300007360_000068: 360-15,264 (-)

PDC-S02_WP_151674975.1 (NBNJCHAD_00001)

WYL_I_II_III_IV_V_VI_1 (NBNJCHAD_00002)
Orf5_00008 Orf5 (NBNJCHAD_00003)

REase_I_00001 Type (NBNJCHAD_00004)5
RM__Type_I_S_06 (NBNJCHAD_00006)

RM__Type_I_MTases_FAM_0 (NBNJCHAD_00007)

IMGPR_plasmid_3300007991_000131: 15,542-28,665 (+)

RM__Type_I_MTases_FAM_0 (AACGPLBB_00022)

Specificity_I_00149 Type (AACGPLBB_00023)
Specificity_I_00004 Type (AACGPLBB_00024)

25
REase_I_00001 Type (AACGPLBB_00026)

Orf5_00008 Orf5 (AACGPLBB_00027)
WYL_I_II_III_IV_V_VI_1 (AACGPLBB_00028)

IMGPR_plasmid_3300029121_000067: 32,581-41,141 (+)

36
RM__Type_I_MTases_FAM_0 (NFBMILFM_00037)

Specificity_I_00149 Type (NFBMILFM_00038)

39

Tyrosine recombinase XerC (NFBMILFM_00040)

RM__Type_I_S_06 (NFBMILFM_00041)

IMGPR_plasmid_3300029511_000088: 546-8,941 (-)

MTase_I_00016 Type (CEGBFOAJ_00001)
RM__Type_I_REases_FAM_0.einsi_trimmed (CEGBFOAJ_00002)

IMGPR_plasmid_3300029739_000077: 28,772-37,168 (+)

RM__Type_I_REases_FAM_0.einsi_trimmed (BCOGHNMG_00030)
MTase_I_00016 Type (BCOGHNMG_00031)

IMGPR_plasmid_3300029230_000076: 38-9,799 (-)

1
MTase_I_00016 Type (DHFKADJO_00002)

RM__Type_I_REases_FAM_0.einsi_trimmed (DHFKADJO_00003)

8

IMGPR_plasmid_3300029852_000102: 342-7,905 (-)

1234
DNA polymerase IV (JKCGOCMA_00005)

6

IMGPR_plasmid_3300029842_000161: 118-6,413 (-)

12
DNA polymerase IV (NOFNKLPK_00003)

4

IMGPR_plasmid_3300029885_000130: 175-6,821 (-)

12
DNA polymerase IV (JMGNOJFI_00003)

45

IMGPR_plasmid_2910822364_000001: 84-6,522 (-)

12
DNA polymerase IV (IPLADCKJ_00003)

Mrr restriction system protein (IPLADCKJ_00004)

IMGPR_plasmid_3300029537_000076: 13,414-23,141 (+)

Mrr restriction system protein (AOAPENLE_00021)
DNA polymerase IV (AOAPENLE_00022)

23

putative HTH-type transcriptional regulator (AOAPENLE_00024)

25 26 27 28 29

IMGPR_plasmid_3300029466_000099: 2,850-13,401 (-)

12

Specificity_I_00149 Type (AMMBPFMN_00003)
Tyrosine recombinase XerC (AMMBPFMN_00004)

5
RM__Type_I_S_02 (AMMBPFMN_00006)

RM__Type_I_MTases_FAM_0 (AMMBPFMN_00007)

12

IMGPR_plasmid_3300030447_000109: 29,037-42,900 (+)

Gabija__GajB_2 (ECBJPCKF_00030) 31 32 33
WYL_I_II_III_IV_V_VI_1 (ECBJPCKF_00034)

PDC-S02_WP_151674975.1 (ECBJPCKF_00035)

IMGPR_plasmid_3300029256_000111: 261-14,121 (-)

PDC-S02_WP_226889553.1 (IDLAIHEB_00001)

PDC-S02_WP_116095767.1 (IDLAIHEB_00002)
WYL_I_II_III_IV_V_VI_1 (IDLAIHEB_00003)

456Gabija__GajB_2 (IDLAIHEB_00007)

IMGPR_plasmid_3300029437_000155: 13,976-28,800 (+)

Gabija__GajB_2 (LPADFCCA_00021) 22 23 24
WYL_I_II_III_IV_V_VI_1 (LPADFCCA_00025)

PDC-S72_WP_006439742.1 (LPADFCCA_00026)

27

PDC-S02_WP_151674975.1 (LPADFCCA_00028)

IMGPR_plasmid_3300029120_000135: 15,979-28,739 (+)

Gabija__GajB_2 (PJCNONAI_00021) 22
MTase_II_00125 Type (PJCNONAI_00023)

24 25 26 27

IMGPR_plasmid_3300029593_000108: 1,145-6,398 (-)

BrxB_00005 BrxB (KNGCADCM_00001)BrxA_00015 BrxA (KNGCADCM_00002)

IMGPR_plasmid_7000000410_000045: 26,361-31,614 (+)

BrxA_00015 BrxA (DAAPNOFC_00027) BrxB_00005 BrxB (DAAPNOFC_00028)

IMGPR_plasmid_3300029232_000084: 79-4,752 (-)

BrxA_00015 BrxA (HJHFFPKB_00001)

IMGPR_plasmid_3300029474_000041: 29,219-52,175 (+)

BrxA_00015 BrxA (MEDHHGLH_00031)
BrxB_00005 BrxB (MEDHHGLH_00032)

BREX__brxC (MEDHHGLH_00033)

PDC-M14A_WP_087936481.1 (MEDHHGLH_00034)
PDC-M14B_WP_227827904.1 (MEDHHGLH_00035)

RM_Type_IIG__Type_IIG_4 (MEDHHGLH_00036)
37

PglZ_00023 PglZ (MEDHHGLH_00038)

39
BrxL_00002 BrxL (MEDHHGLH_00040)

WYL_I_II_III_IV_V_VI_1 (MEDHHGLH_00041)
PDC-S02_WP_151674975.1 (MEDHHGLH_00042)

9000 nt

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)


