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Petunia Calibrachoa

Supplemental Fig. 1. Expression analysis of Actin in tubes, limbs, and leaves of petunia
and calibrachoa. RT-gPCR analysis were performed in triplicate; means = SE are shown.
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Supplemental Fig.2. Alignment of deduced amino acid sequences of PhXES (BBB44443), ChXES
(BBB44444) and SIPYP1 (XP_004230141). Conserved amino acids are indicated with asterisks.
Green boxes show chloroplast transit peptides. Pink bar shows a/f hydrolase fold domain (amino
acids 132-383 in PhXES), and blue bar shows a lysophospholipid acyltransferase (LPAT)-like domain
(amino acids 407-679 in PhXES). Squares show divergent amino acid in PhXES.
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