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(a) qRT-PCR data are expressed as mean =+ standard deviation (SD) of three biological replicates.
Change analyzed by RNA-seq (x-axis) and data obtained on performing qRT-PCR (y-axis). Actin

Supplementary Fig. 6 Validation of transcriptome sequencing data through qRT-PCR.

Black lines represent RNA-seq data between hybrids and parent. (b) Correlation between Log,Fold
served as an internal reference.



