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Fig. 1. Gene organization of the region around IgdA gene in the genome of strain 43P.

The ORFs are shown with boxes, and the amino acid sequence identity of each ORF with the
corresponding gene from strain PD1222 is indicated. Annotations for PD1222 genes were cited from
the KEGG database.
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Fig. 2. Gene organization of the Ign cluster of strain 43P.

The ORFs of the Ign cluster are shown with boxes, and the amino acid sequence identity of each
ORF with the corresponding gene from strain PD1222 is indicated. Annotations for PD1222 genes were
cited from the KEGG database.
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Fig. 3. Model of L-glucose metabolic pathway in strain 43P.
The compounds and the enzymes in this pathway are shown, and the atoms and bonds altered by
each enzyme reaction are indicated by red color.
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