
SUPPLEMENTARY INFORMATION
Figure S1. Effect of exogenous phytohormones application on GUS expression in mature root line carring  WRKY45:GUS construct. Seven-day-old subculturing roots of WRKY45:GUS line were transferred to GB as control (a, d, g, j,m, p) or to GB containing SA (1, 5 µM) (a-c), IBA (1, 10 µM) (d-f), BA (0.1,0.5 µM) (g-i) and IAA (1, 5 µM) (j-l), JA(10, 20µM) (m-o), MeJA (0.01, 0.1mM (p-r) for 16 h before root staining. GUS was detected histochemically and roots were monitored. The figures are representative of at least five independent experiments. Scale bar = 0.5 mm. 


Figure S2. qRT-PCR confirmation of WRKY45 overexpression in oe:wk-03 and oe:wk-04  root lines compared with the respective pControl line. Total RNA was isolated from each non inoculated root line and used for quantitative reverse transcription-polymerase chain reaction (qRT-PCR). Transcript levels were normalized using the normalization factor calculated as the geometric mean of the expression levels of three tomato reference genes 18S, β-Actin  and β-tubulin . Two biological replicates were taken and three technical repeats were performed per root line. The graph shows the mean and standard deviation (SD) of the amounts of SlWRKY45 transcript relative to those of control samples. Error bars correspond to
SD (n = 2), and different letters above the bars denote a significant difference (P ≤ 0.05, analysis of variance) between samples amplified with the same primers, as analysed by Tukey–Kramer multiple comparison test.
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