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Supplementary Figure 3. Transcript accumulation in the complemented Arabidopsis lines. (A) Quantitative PCR in Col-0, SolycSPCH-GFP, SolycMUTE-GFP and SolycFAMA-GFP lines to quantify SPCH, MUTE, FAMA, TMM and KAT1 transcripts. (B) Transgene-derived transcripts were quantified with with eGFP-specific primers. UBIQUITIN10 and ACTIN2 served as reference genes. The results of qRT-PCR were averaged from three independent experiments, with the error bars indicating the SE of the mean. Significant differences by Student’s t-test between each transgenic line and Col-0 are marked (*P<0.05; **P<0.001)
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