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WFFER R OB (FE3C) : Chloroplasts possess their own DNA and approximately 100 genes.
Chloroplast function and gene expression are cooperatively controlled by the chloroplast and nuclear
genomes. Posttranscriptional regulation is an important step in the control of chloroplast gene expression.
In this study, we identified novel nuclear-encoded pentatricopeptide repeat proteins involved in RNA
splicing, RNA cleavage, and RNA splicing in chloroplasts.
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