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Supplementary Figure 9. A phylogenetic tree of PPDK and PEPCK proteins in
ice plant and other species. The color of genes delineates between distinct metabolic
pathways, namely C3, C4, CAM and C3/CAM types. (a) The color of the outer
circle denotes the two discernible subfamilies inherent to PPDK gene family. (b)
Phylogenetic tree of PEPCK proteins in ice plant and other species.


