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Supplementary Figure

Figure S1. Ka/Ks ratios of Salicoid duplicates classified based on level of differential

exXpression.
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Supplementary Tables

Table S1. All paralogs with Ka, Ks, Ka/Ks and 4DTV values.

(included in a separate excel file)

Table S2. Expression values of Salicoid duplicates for each sample separately.

(included in a separate excel file)

Table S3. Analysis of differential expression between Salicoid duplicates for each
sample separately.

(included in a separate excel file)

Table S4. Annotation of contigs in the filtered assembly.

(included in a separate excel file)



