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Fig. S3.  A RT-qPCR comparative analysis of the transcript abundances of selected genes in the 
phenylpropanoid and flavonoid pathways from developing fibres of the cotton lines MC-BL and MC-WL.  The 
relative transcript abundances of all genes, timepoints and cotton lines were normalized to TTG1 from 12 DPA 
MC-WL fibres.  * indicates greater than 2-fold difference in transcript abundance that is statistically significant 
at the 0.05 probability level as determined by paired t-test.  The gene abbreviations can be found in Table S5.  
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Fig. S4.  A RT-qPCR comparative analysis of the transcript abundances of selected genes in the 
phenylpropanoid and flavonoid pathways from developing fibres of the cotton lines PD 93002 and PD-3.  The 
relative transcript abundances of all genes, timepoints and cotton lines were normalized to TTG1 from 12 DPA 
MC-WL fibres.  * indicates greater than 2-fold difference in transcript abundance that is statistically significant 
at the 0.05 probability level as determined by paired t-test.  The gene abbreviations can be found in Table S5.  
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