Supplemental Figure legends

Figure S1

Editing sites in psbA defined by differences in genomic and cDNA sequences.

The genomic sequence of the psbA gene and its derived amino acid sequence are shown in full,
and only differences are shown for the cDNA sequences. An asterisk shows the only position in

the sequenced where editing (C to T) does not result in an amino acid replacement.

Figure S2

Editing sites in petB defined by differences in genomic and cDNA sequences.

The genomic sequence of the petB gene and its derived amino acid sequence are shown in full,
and only differences are shown for the cDNA sequences. The asterisk shows the only position in

the sequence where editing changes a stop codon to instead encode an amino acid (lysine).
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