Supplementary Fig. S1 Phylogenetic relationships of the putative A. fatua ACC synthase AfACS6 with ACS and ACS-like proteinsfrom other species. The unrooted phylogenetic tree based on deduced amino acid sequences of unigenes from NGS RNA-seqAvena fatua database. It was constructed in Geneious 6.1. software with the neighbor-joining method and Jukes-Cantor genetic distance model.
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