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Fig. S9. Network shared names of enriched biological processes (A, B and C) or molecular functions (D, E and F) GO term for genes showing convregence in
expression between subgenomes in flowers (A and D), leaves (B and E) or roots tissues (C and F). Co indicates a convergence of Cbpc, toward Cbpc,, and Cg
corresponds to a convergence of Cbpc, toward Cbpcy.
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