Glycine cleavage system H-like protein (AIMKGMBO_00114)

Protein-ADP-ribose hydrolase (AIMKGMBO_00113)

mﬂ/e oxidoreductase (AIMKGMBO_00116)

Protein ADP-ribosyltransferase

|| | 115 | 117 putative autolysin LytO (AIMKGMBO_00118)

IMGPR plasmid 2734482424 000005: 109,696-115,660 (+)
putative autolysin LytO (FGBKEEEN_00002) 1

IMGPR plasmid_2568526257_000004: 132-7,505 (-)
Branched-chain amino acid transport system 2 carrier protein (LBJLAOCG_00014)
Type VIl secretion system (VF0403) (LBJLAOCG_00010)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (LBJLAOCG_00026) Type VII secretion system (VF0403) (LBJLAOCG_00004)
putative HTH-type transcriptional regulator YbbH (LBJLAOCG_00025) ype VIl secretion system (VF0403) (LBJLAOCG_0D009)
Pseudouridine-5'-phosphate glycosidase (LBJLAOCG_00020) Type VIl secretion system (VF0403) (LBJLAOCG_00008)
N-acetylneuraminate lyase (LBJLAOCG_00023) putative ABC transporter permease (LBJLAOCG_00016) ‘ ‘ g
‘ Nucleoside permease NupC (LB‘JLAOCG,OOOZl) Type VIl secretion system (VF0403) (LBJLAOCG_00007)
Beta-glucoside kinase (LBJLAOCG_00024) | HitABC (VF0268) (LBJLAOCG_00017) Type VIl secretion system (VFO403) (LBJLAOCG_00006)
Lipase (VFO012) (LBJLAOCG_00028) T Ribokinase (LBJLAOCG_00019)] | putative formate transporter 1 (LBJLAOCG_00013]
27 Sodium/glucose cotransporter (LBJLAOCG_00032) 18 Lipoprotein E (LBJLAOCG_ 00015) | 1211 | | | | 5 32 1

I —_— I N L ]
IMGPR _plasmid_2648501433_000001: 18-33,073 (-)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (NEOGDNFK_00020) Branched-chain amino acid transport system 2 carrier protein (NEOGDNFK_00008)

Pseudouridine-5'-phosphate glycosidase (NEOGDNFK_00014) Type VIl secretion system protein EsaG (NEOGDNFK_00001)
putative HTH-type transcriptional regulator YbbH (NEOGDNFK_00019) putative ABC transporter permease (NEOGDNFK_00010)
N-acetylneuraminate lyase (NEOGDNFK_00017)| Type VIl secretion system (VF0403) (NEOGDNFK_00004)
| Nucleoside permease NupC (NEOGDNFK_00015) Type VIl secretion system (VF0403) (NEOGDNFK_00003)

Beta-glucoside kinase (NEOGDNFK_00018) | HitABC (VF0268) (NEOGDNFK_00011) | Type VI secretion system (VF0403) (NEOGDNFK_00002)
Lipase (VF0012) (NEOGDNFK_00022) | Ribokinase (NEOGDNFK_00013) | putative formate transporter 1 (NEOGDNFK_'00007)

21 Sodium/glucose cotransporter (NEOGDNFK_00016) 12 Lipoprotein E (NEOGDNFK_00009) | 6 5 [ 1]

I
IMGPR _plasmid_2657245611_000005: 63-28,470 (-)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (CFJPAFJK_00017)
putative HTH-type transcri&ﬁwal regulator YbbH (CFJPAFJK_00016) Branched-chain amino acid transport system 2 carrier protein (CFJPAFJK_00005)
‘ Pseudouridine-5'-phosphate glycosidase (CFJPAFJK_00011)
N-acetylneuraminate lyase (CFJPAFJK_00014) |putative ABC transporter permease (CFJPAFJK_00007)
‘ Nucleoside permease NupC (CFJPAFJK_00012)
Beta-glucoside kinase (CFJPAFJK_00015) ‘ HitABC (VF0268) (CFJPAFJK_00008)
Lipase (VF0012) (CFJPAFJK_00019) ‘ Ribokinase (CFJPAFJ K_OOOlW ‘ putative formate transporter 1 (CFJPAFJK_00004)
Lipase 2 (CFJPAFJK_00020) 18 Sodium/glucose cotransporter (CFJPAFJK_00013) 9  Lipoprotein E (CFJPAFJK 00006) | 3 2 1
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IMGPR _plasmid_2639763072_000003: 246-26,998 (-)
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