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Figure S11 gRT-PCR analysis of selected DEG genes in Brassica napus of non-stressed (CK) and
freezing-stressed (-2°C). Error bars represent standard errors of the relative expression levels mean
values by qRT-PCR (n=4) (left y-axis). Point plot represent transcript levels change (log2 FC)
according to the FPKM value of RNA-Seq (right y-axis).



