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IMGPR_plasmid_2902989020_000003: 260-9,923 (-)

6 D-galactonate dehydratase family member (CAMAFOOL_00001)

IMGPR_plasmid_2924362350_000008: 141-7,776 (-)

IMGPR_plasmid_2905820303_000005: 11,364-22,841 (+)

IMGPR _plasmid_2731957809_000011: 78-4,682 (-)
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