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S2 Fig. Validation of RNA-Seq profiles of photosynthesis related genes by qPCR. Each plot contains
transcripts of a gene identified as undergoing isoform switch. Errors bars represent SD values. Names of the
respective transcripts are shown in the same color of the profile that they represent. Black profiles represent
cases where primers did not distinguish some transcripts, indicating the expression of more than one
transcript. All associated transcripts are represented by the respective black profile.



