
Additional file 13. Quantitative real-time polymerase chain reaction (qPCR) validation of RNA-seq data. (a) Expression 
profiles of the candidate genes by qPCR. The value of relative expression level on the y-axis was calculated according to the 
log(2−ΔΔCT) method. The expression level of each gene in shoots was arbitrarily set as 1, and the value of the y-axis was 0. 
(b) Correlation of gene expression results. The x-axis represents the value of log2 fold change by RNA-seq and the y-axis 
represents the value of log2 relative expression level by qPCR.
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