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Supplemental Figure S3. Violin plots demonstrating the effectiveness of normalization and pre-

filtering procedure. Prior to normalization the raw abundance estimates (“raw data”, left) have large 

observable differences in total gene counts as well as the distribution of gene counts between samples. 

DESeq2 normalization resulted in a far more normal distribution in log2 space (right). Solid and dotted 

lines correspond to median and quartile values, respectively.  

  

 



Supp Fig S5 

Supplemental Figure S5. RT-qPCR analysis of select genes in comparison with RNA-seq gene count 

estimations. RT-qPCR was performed in biological triplicate using Bradi_3g14040v3 as an endogenous 

control. RT-qPCR relative quantities (RQ) values for each gene are shown on the left y-axis in blue, and 

 



log2 scaled DESeq2 normalized gene counts are shown on the right y-axis in orange. Error bars represent 

the propagated standard deviation for qPCR, and standard deviation for log2 normalized RNA-seq gene 

counts. PCC, Pearson Correlation Coefficient. 

  



Supp Fig S8 

Supplementary figure S8, this set of figures contains the output of the motif analysis performed by 

GOMo (part of the MEME-suite) using the motifs generated in Table 1 of the manuscript. 
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