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Fig. S3 Visualization of coverage depth and IR equality of the plastid genome of Pelargonium x
hortorum (GenBank accession NC_008454), which has a genome size that is substantially larger
than the typical size range of angiosperm plastomes.
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Fig. S4 Visualization of coverage depth and IR equality of the plastid genome of Prototheca cutis
(GenBank accession NC_037480), which has a genome size that is substantially smaller than the
typical size range of green algae plastomes.
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