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Figure S4: Plastid-linked amino acid metabolism in E. longa and E. gracilis. Schematic comparison of the localization
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se A; FolD — bifunctional methylenetetrahydrofolate dehydrogenase (NADP+) / cyclohydrolase; G5K — glutamate 5-kinase;
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Figure S7: Inferred phylogeny of plastid Toxopl. gondii 202 XP 002365260.1
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Figure S8: Conserved cysteine motifs in ferredoxin/thioredoxin system and their target proteins of Calvin-Benson
cycle. Shown are alignments of E. longa and E. gracilis plastid-localized homologs with reference sequences from Spinacia
oleracea. Connected blue boxes - catalytic residues; red boxes - iron/sulfur cluster binding site; green boxes - redox active

cysteine bonds.



