Guanine/hypoxanthine permease PbuG (GAJLFFDF_00019)
RM _Type_ll_Type_ll_REase02 (GAJLFFDF_00021)
DISARM_2_ drmMII (GAJLFFDF_00020)

\ | 22 23 24 25 26 27

I
IMGPR plasmid_2531839255_000006: 18,836-28,439 (+)
87 86 83 82 putative HTH-type transcriptional regulator (KMMOEOMO_00081)

IMGPR _plasmid_2537561754_000006: 67,930-75,771(-)
Bifunctional ribokinase/ribose-5-phosphate isomerase A (ODDGGGON_00018)
Lamassu-Fam__LmuA_effector_Cap4_nuclease_|l (ODDGGGON_00005)
Ascorbate-specific PTS system EIIC component (ODDGGGON_00015)

Lamassu-Fam__ LmuC_acc_Cap4_nuclease (ODDGGGON_00006) Hydrogen peroxide- -inducible genes activator (ODDGGGON_00021)
Lamassu-Famemu‘B,SlWCiCap{nucleaseJI (ODDGGGON_00007) putatlve glucose uptake protem GTC'U(ODDGGGON _00020)
2-dehydropantoate 2-reductase (ODDGGGON,OOOOB) Putatlve acetyltransferase (ODDGGGON_00022)
1530 family transposase 151062 (ODDGGGON_00008) D-ribose pyranase (ODBGGGON_00019)
Tyrosine recombinase XerC (ODDGGGON_00004) 12 BopD (VF0362) (ODDGGGON_00017)
1 2 T 1 | 9 10 11] 13 14 | 16 [ ‘Michele_2A hits_grouped (ODDGGGON_00023)

IMGPR_plasmid_2558860945_000001: 49-28,922 (+)
Bifunctional ribokinase/ribose-5-phosphate isomerase A (AHGMJPGC_00014)
Hydrogen peromdmuable genes:: activator (AHGMJPGC_00017)
putative glucose uptake protein GlcU (AHGMJPGC_00016)
Ascorbate-specific PTS system EIIC component (AHGMJPGC,OOOil RM _Type_IlI_Type_|l_REase02 (AHGMJPGC_00022)

2-dehydro-3-deoxy-phosphogluconate aldolase (AHGMJPGC_00001) Putative acety‘ltran‘sferase (AHGMJPGC_00018)

Alkaline phosphatase 3 (AHGMJPGC_00003) | D-ribose pyranase (AHGMJPGC 00015)

Endonuclease MutS2 (AHGMJPGC_00002) BopD (VF0362) (AHGMJPGC_00013)  DISARM_2_drmMII (AHGMJPGC_00021)
| | 4 5 6 78 9 10 | 12 Michele_2A hits_grouped (AHGMJPGC 00019) | 23

IMGPR_plasmid_3300014287_000028: 55-27,912 (+)
ssDNA thymidine ADP-ribosyltransferase, DarTG__DarT (CLMHLEFC_00109)
Transposase from transposon Tn916 (CLMHLE FC_OOJﬁ)
retron,type,V,csd,‘cIuster8571 (CLMHLEFC_00106)

122 112 104
120 118 114 111 108 703
123 121119117 116  115113| [110 | [107|105] 102

__1
IMGPR _plasmid_2558860663_000013:84,037-101,634 (-)
ssDNA thymidine AD@bosyltransferase, DarTG_ DarT (NBCHLNEH_00086)
retron_type_V_csd_cluster85_1 (NBCHLNEH_00083)

9189 85 | 81
93 92%0] 8887 | [84 82 [8079

IMGPR_plasmid_2558860688. 000013: 60.912-72,744 (-
Bifunctional ribokinase/ribose-5-phosphate isomerase A (LDFMJGHH_00131)
Hydrogen peromdﬂuuble genes activator (LDFMJGHH_00128)
Ascorbate-specific PTS system EIIC component (LDFMJGHH OOR?)
putative glucose uptake protein GIcU (LDFMJGHH_00129) ssDNA thymidine ADP-ribosyltransferase, DarTG__DarT (LDFMJGHH_00110)

pdis 1

Transposase from transposon Tn916 (LDFMJGHH_00125)

2- dehydro 3-deoxy-phosphogluconate aldolase (LDFMJGHH_00144) Putative acetyltransferase (LDFMJGHH_00127)
D-glucosaminate-6-phosphate ammonia lyase (LDFMJGHH_00145) Michele_2A_hits_grouped (LDFMJGHH_00126) retron_type_V_csd_cluster85_1 (LDFMJGHH_00107)
Alkaline phosphatase 3 (LDFMJGHH_00142) D-ribose pyranase (LDFMJGHH_00130) 123 113 105
Endonuclease MutS2 (LDFMJGHH_00143) 137 BopD (VF0362) (LDFMJGHH_00132) I 121 119 115 112 109 104
| | 141 140 139138 136 135 | 133 [ || ] 124 22T120 118 117 116114 [111 | [108/106 103

IMGPR _plasmid_2558860653.000015:83,977-122,276 (-)

[ 10000 nt i
defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




