Table S1. Schematic representation of gene expression analyses performed by quantitative RT-PCR in 35S:TAGL1 and TAGL1 RNAi plants as compared to wild type.
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Upward and downward arrows indicate up- and down-regulation, respectively, of the analysed genes. Compared to wild type plants changes of gene expression were indicated by one (2- to 10-fold), two (10- to 50-fold) or three (higher than 50-fold) arrows. Similar expression levels were indicated by ~ symbol. Ripening related genes were analyzed during four stages of fruit development and B-class Le-DEF gene was only analyzed in AD flowers. AD: anthesis day, IG: 2 cm immature green, MG: mature green, BR: breaker, BR+8: BR+8. 










