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5 T —D-ad@E

I
IMGPR_plasmid_3300038418_000039: 7,776-12,919 (+)
CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase (HKPHIBKI_00032)
HTH-type transcriptional repressor NsrR (HKPHIBKI_00034)
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CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase (GCEELOFO_00002)
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[ = ——D-0 H

— [ —
IMGPR_plasmid_3300023090_000103: 24,200-34,689 (+)

PDC-S02_WP_151674975.1 (PDCGEFCL_00016)
Tyrosine recombinase XerC (PDCGEFCL,OOOlg)
14 | 17

I S Iy Wy 1 N ey I, S

— —
IMGPR _plasmid_3300036427_000067:7,625-14,933 (+)

Tyrosine recombinase XerC (KPGKGLPD_00003)
2 1

I O —D-@ls——@—d

I
IMGPR _plasmid_3300036887_000254: 116-7,069 (-)
Tyrosine recombinase XerC (ECFEOEJD_00014)
15 16 17

[ D —D-@——(@—

I
IMGPR_plasmid_3300036889_000184: 7,453-14,406 (+)
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Phosphoribosylformylglycinamidine synthase subunit PurS (OOFOHBAC_00030)
Inorganic pyrophosphatase (OOFOHBAC_00029)
Prophage integrase IntS (OOFOHBAC_OO627) \ Glutamine--fructose-6-phosphate aminotransferase [isomerizing] (OOFOHBAC_00031)
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Phosphatidylinositol phosphate synthase (PPIAICMF_00031)
Transcription elongation factor GreA (PPIAICMF_00032)
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