capH (CHHHDDCJ_00017)
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IMGPR_plasmid_3300008143_000063: 9,832-19,154 (+)
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IMGPR_plasmid_3300007993_000041: 10,213-21,285 (+)

putative protein (HDFCPPJN_00023)
21 22 24 25
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IMGPR_plasmid_7000000507_000023: 10,219-19,818 (+)
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IMGPR _plasmid_2826186965_000003: 156-11,010 (-)
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IMGPR_plasmid_3300008333_000055: 638-9,166 (-)
Bacteriophage abortive infection AbiH__AbiH (EGIBKPCP_00003)
2 1
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IMGPR_plasmid_3300008556_000061:2,219-10,446 (-)

w
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IMGPR_plasmid_3300007795_000065: 923-9,079 (-)
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IMGPR _plasmid_3300008645_000031:77-8,486 (-)
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IMGPR_plasmid_3300008504_000042: 332-7,854 (-)

w
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LexA repressor (BJMMILBG_00001)

IMGPR_plasmid_3300023312_000130: 119-8,205 (-)
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IMGPR_plasmid_3300029475_000069: 13,189-21,828 (+)
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IMGPR_plasmid_3300006477_000052: 76-9,609 (-)

Retron_I_C_RT 1 C2(OHEPCJCJ_00004)
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IMGPR_plasmid_3300014134_000017: 320-10,137 (-)

retron_type_VI_hth_cluster2_1 (DOCFIPPH_00003)

N
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IMGPR_plasmid_7000000511_000045: 636-8,015 (-)
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IMGPR_plasmid_7000000447_000047:29-7,751 (-)
PDC-S06_WP_115337947.1 (PKNAIMNK_00004) 3
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IMGPR_plasmid_3300008433_000014: 176-8,735 (-)
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IMGPR_plasmid_3300008134_000045: 18-7,828 (-)

DNA polymerase IV (PPFIKGNM_00003)
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IMGPR_plasmid_7000000316_000024: 161-10,462 (-)

DNA polymerase IV (OHBFMOOD_00004)
3 2 1
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IMGPR _plasmid_3300006322_000067: 165-12,158 (-)

DNA polymerase |V (LJJGGFJN_00003)
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IMGPR_plasmid_3300007500_.000082:215-10,516 (-)
DNA polymerase IV (HLPAAJFF_00004)

AbiD__AbiD (HLPAAJFF_00008) 7 5 3 2 1

o

IMGPR_plasmid_3300014108_000031: 57-13,006 (-)
Bacteriophage abortive infection AbiH__AbiH (GMKGKMNC_00019)
21 DNA polymerase IV (GMKGKMNC_00024)
16 18 20] 22 23 25
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IMGPR_plasmid_3300006461_000033:8,581-19,469 (+)
putative HTH-type transcriptional regulator (BPHNLOGI_00024)
PDC-M01B_WP_144118307.1 (BPHNLOGI_00020) PDC-504_WP_169250289.1 (BPHNLOGI_00026)
PDC-M01A_WP_095609940.1 (BPHNLOGI_00019) 21 22 23 Michele_2A_hits_grouped (BPHNLOGI_00025)
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IMGPR_plasmid_3300008091_000056: 10,246-24,471 (+)

PDC-S15_WP_128888168.1 (MGEJNOEJ_00001)

IMGPR_plasmid_7000000175_000035: 18-6,315 (-)
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IMGPR_plasmid_3300006745_000033: 9,947-16,150 (+)

!

IMGPR _plasmid_7000000363_000019: 995-7,482 (-)

!

IMGPR_plasmid_3300006289_000034:416-6,999 (-)
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IMGPR_plasmid_7000000044_000042: 44-6,196 (-)

N
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IMGPR_plasmid_3300006479_000057: 285-6,173 (-)
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IMGPR_plasmid_7000000026_000015: 10,134-15,691 (+)

iy
w
=
o
[y
~

IMGPR_plasmid_3300008125_000035: 7,480-14,990 (+)
geu24_gcu24 (HBPFBBHC 00001)

IMGPR_plasmid_7000000469_000012: 939-7,674 (-)
Bacteriophage abortive infection AbiH__AbiH (CCHGEOAB_00018)
19 20

L

IMGPR _plasmid_3300007787_000015: 9,920-17,043 (+)
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IMGPR_plasmid_3300006459_000074: 9,411-14,776 (+)

i
w
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IMGPR_plasmid_7000000664_000026:8,436-13,798 (+)

w
N

IMGPR _plasmid_3300006348_000015: 726-6,085 (-)
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IMGPR_plasmid_7000000016_000007: 9,731-15,090 (+)
1 10 9 6

[N

IMGPR_plasmid_7000000315_000042: 363-7,541 (-)
retron_type_IlI_A5_wh_cluster1689_1 (JDINICFC_00019)
retron_l11-A5 (JDINICFC_00020)
retron_type_IlI_A5_prtase_various_cluster (JDINICFC_00018) \ 21 mads_2 (JDINICFC_00022) 23 24

i

. S EE— e ——
IMGPR_plasmid_7000000048_000018: 9,876-23,901 (+)

MTase_II_00115 Type (EEKINIFA_00020)

PDC-S06_WP_115337947.1 (EEKINIFA_00018) REase_II_00172 Type (EEKINIFA_00021) RM_Type_IV_FAM_2 (EEKINIFA_00024)
[ 19 \ 22 23
araTTEE— e OfFe T
IMGPR_plasmid_7000000482_000030: 9,876-25,536 (+)
3 2 1

IMGPR _plasmid_3300008328_000053:361-7,336 (-)
6 4 3 2 putative HTH-type transcriptional regulator (EEHKEEEE_00001)

IMGPR_plasmid_7000000396_000009: 62-9,412 (-)
6000 nt !
defence (DefenseFinder) defence (PADLOC)




