Inosine-5'-monophosphate dehydrogenase (BDFMHLMN_00007)
Oligopeptide-binding protein oppA (VF0786) (BDFMHLMN_00006) Guanine/hypoxanthine permease PbuG (BDFMHLMN_00010)

DS-15__DS-15A (BDFMHLMN_00002) ‘ Outer surface protein C (BDFMHLMN_00009)
26 27 1 3 4 5 GMP synthase [glutamine-hydrolyzing] (BDFMHLMN_00008)
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IMGPR_plasmid_2869078160_000019: 24,309-26,658 (+); 1-10,457 (+)
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IMGPR_plasmid_2874027102_000019:24,059-26,630 (+); 1-10,205 (+)
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IMGPR_plasmid_2874024451_000021: 24,581-26,658 (+); 1-10,729 (+)
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IMGPR_plasmid_2636415963_.000002: 9,982-21,827 (-)

IMGPR_plasmid_2861264975_000023: 8,500-20,190 (-)

IMGPR_plasmid_642791629_000038:7,172-18,655 (+)

IMGPR_plasmid_2876281384_000020: 1-2,350 (-); 17,363-26,630 (-)
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IMGPR _plasmid_2871347738_000024: 508-11,050 (+)
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IMGPR_plasmid_2876282676_000019:1,301-11,022 (-)

IMGPR_plasmid_643692009_000003: 7,729-19,951 (+)
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IMGPR_plasmid_2861251124_000013: 957-11,955 (+)

6 Adenine permease AdeP (FOMEEOGE_00001) 27 26
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IMGPR_plasmid_2858963232_000024: 1-10,972 (-); 23,940-25,158 (-)
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IMGPR_plasmid_2597490341_000012: 6,343-17,982 (+)
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IMGPR_plasmid_2855880528 000025: 1-5,726 (-); 20,136-26,644 (-)
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IMGPR_plasmid_2585427951_000006: 22,402-34,612 (-)
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IMGPR_plasmid_2731957995_.000015:7,394-19,601 (+)
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IMGPR _plasmid_2734482033_000016: 162-8,448 (-)

Guanine/hypoxanthine permease PbuG (AAIKLHAA_00001)
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IMGPR _plasmid_2734482044 000011:41-7,699 (-)
13 12 11 10 Inosine-5'-monophosphate dehydrogenase (DGCHJOHP_00007)
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IMGPR_plasmid_2734482060_000006: 1,290-12,778 (-)
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