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Figure S4: Gluconeogenesis. A modified version of the KEGG pathway map ko00010 [1]
displaying the pathway for gluconeogenesis is shown. Reactions encoded by the Ensifer sp. M14
genome are colored green; those in white are missing. The figure was prepared using the KAAS
webserver [2] using BLAST search with the bi-directional best hit assignment method, and with
the default organism list for ‘prokaryotes’ plus Sinorhizobium meliloti Rm1021.
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