PDC-M42A_WP_206399263.1 (EAFNNGNM_00002)
PDC-S01_WP_099993690.1 (EAFNNGNM_00017)

Ribose import ATP-binding protein RbsA (EAFNNGNM_00013) PDC-S01_WP_099993690.1 (EAFNNGNM_00003)

Allantoinase (EAFNNGNM_00014) ‘ DNA primase (EAFNNGNM_00004)
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IMGPR_plasmid_3300053491_076359: 13,896-23,052 (+); 1-6,669 (+)
1S110 family transposase ISEnfa110 (NCIJJKHM_00019)
dTDP-glucose 4,6-dehydratase 2 (NCIJJKHM_00007)
Allantoinase (NCIJJKHM_00006) 1 18
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I I I
IMGPR_plasmid_3300053491_072251:1-8,023 (-); 12,040-20,513 (-)
8 6 5 1 PDC-S01_WP_099993690.1 (ANLEBGBB_00020)
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I N
IMGPR_plasmid_3300023290_000166: 1-7,924 (-); 14,533-21,858 (-)
Ribose import permease protein RbsC (JJKFHHEF_00014)
13 18
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IMGPR _plasmid_3300053491_075083:12,321-23,631 (+); 1-1,572 (+)
ABC-type heme transporter (VF0739) (BPCAAKKM_00008)
Ribose import ATP-binding protein RbsA (BPCAAKKM_00009) 151182 family transposase ISBpul (BPCAAKKM_00005)

dIKEEEEC T

\MGPRip\asmidjSOOOSM‘?1707443?1—13,834 (-); 23,032-24,603 (-)
Diacetylchitobiose uptake system permease protein NgcG (OCCEFNHM_00022)
Diacetylchitobiose uptake system permease protein NgcF (OCCEFNHM_00020)
6-phospho-beta-glucosidase BglT (OCCEFNHM_00019)
putative sugar kinase YdjH (OCCEFNHM_00018) \ 21 BopD (VF0362) (OCCEFNHM_00023)

@@ EEREK

IMGPR _plasmid_3300053491 074542:13,016-28,747 (+); 1-3,217 (+)
Diacetylchitobiose uptake system permease protein NgcG (IMFCLPEN_00009)
Diacetylchitobiose uptake system permease protein NgcF (IMFCLPEN_00011)
6-phospho-beta-glucosidase BgIT (IMFCLPEN_00012)
putative sugar kinase YdjH (IMFCLPEN_00013) \ 10 BopD (VF0362) (IMFCLPEN_00008)
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IMGPR_plasmid_3300029481_000105: 3,065-22,012 (-)

putative multiple-sugar transport system permease YteP (CCOJBOEH_00023)
HTH-type transcriptional repressor DasR (CCOJBOEH_00028)
D-galactonate dehydratase family member (CCOJBOEH_00025)
Michele_2A_hits_grouped (CCOJBOEH_00026) ‘

6-phosphogluconolactonase (CCOJBOEH_b0027) 24 22 21 20
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IMGPR _plasmid_3300053491 073243:1-6,687 (-); 16,488-31,602 (-)

putative multiple-sugar transport system permease YteP (DGKCPFAN_00006)
HTH-type transcriptional repressor DasR (DGKCPFAN_00001)
D-galactonate dehydratase family member (DGKCPFAN_00004)
MicHeIe_2A_hits_grou ped (DG KEPFAN_OOOOS)
6-phosphogluconolactonase (DGKCPFAN_00002) 5 7 8 9
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IMGPR_plasmid_3300053491_076099: 24,908-31,594 (+); 1-15,114 (+)

Diacetylchitobiose uptake system permease protein NgcG (KOLLBGIH_00007)
putative multiple-sugar transport system permease YteP (KOLLBGIH_00006)
HTH-type transcriptional repressor DasR (KOLLBGIH_00001)
D-galactonate dehydratase family member (KOLLBGIH_00004)
Michele_2A_hits_grouped (KOLLBGIH_00003) ‘
6-phosphogluconolactonase (KOLLBGIH_00002) 5 8 9 PDC-S01_WP_015504585.1 (KOLLBGIH_00014)
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IMGPR_plasmid_3300053491_074181:26,535-33,222 (+); 1-16,746 (+)

putative multiple-sugar transport system permease YteP (AKELBIAO_00007)
HTH-type transcriptional repressor DasR (AKELBIAO_00012)
D-galactonate dehydratase family member (AKELBIAO_00009)
Micﬁele_ZA_hits_grouped (AKELBIAO_00010)
6-phosphog|uéono|actonase (AKELBIA0,000M) 8 6 5 4 1
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IMGPR_plasmid_3300030447_000115:1-19,428 (-); 27,333-31,666 (-)
k 9000 nt {
defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




