
[bookmark: _GoBack]Online Resource 4. qPCR validation of the signal intensity analysis. The graphs show three examples of gene expression compared between qPCR assays (bars, left axis) and the signal intensity in microarrays (lines, right axis) for immature (A) and intermediate (B) internodes. The signal intensity-based analysis (lines) followed the expression pattern observed in the qPCR assays (bars). For example, the expression of the SAS SCQGST1032D08.g (MYB) in immature internodes (A, third graph) is lower in S. officinarum than in RB867515 and S. spontaneum in both qPCR and microarray analyses; the expression of the SAS SCCCCL4007E12.g (UDP-D-glucuronate decarboxylase) in intermediate internodes (B, first graph) is similar in S. officinarum and in S. robustum and these two show lower expression than in RB867515 and S. spontaneum. C and D show GeNorm results, for immature and intermediate internodes, respectively, as M-value (average expression stability) graph, V-value (pairwise variation) graph and thresholds are shown as a green line in each graph. GeNorm interpretation for each tissue analyzed is shown as well. Six endogenous controls were tested to identify the best ones for data normalization. 
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