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Supplemental Fig. 9 Synteny plot of complex NORGs formed and conserved in O. sativa. Thin lines indicate
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genomic sequences, red indicates mitochondrial-derived sequences (NUMT), green indicates plastid-derived sequenc-

es (NUPT), arrows indicate orientation relative to the mitochondrial or plastid genome, and light blue rectangles

between the two genomic sequences indicate regions of collinearity.



