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Figure S2. Maize BX2-BXS5 alignment showing putative helices, P450 motifs, SRSs and
sites under positive selection according to M8 results. In blue are sites potentially under
positive selection according to M8 results from codeml analyses. Putative helices are

indicated in dotted boxes, SRSs are in orange boxes and the five P450 motifs are in purple.
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