Supplementary Fig. S2Phylogenetic relationships of the putative A. fatua ACC oxidases, AfACO1 and AfACO5 with ACO proteins from 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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ALACO1_[QSZUN4] Arabidopsis thaliana
HW-ACO7_[I7C6DS] Hordeum vulgare
0s-ACO7_[0BW0S6) Oryza sativa.
ALACOS_[QOWPWA] Arabidopsis thaliana
0s-ACO4_[083P53] Oryza sativa
0s-ACO5_[BBAY41] Onzasativa
ALACOS Avena fatua
HW-ACO5a_[I7D3F0] Hordeurn vulgare
HW-ACOSb_[I7CT74] Hordeum vulgare
HW-ACO2¢_17D8QT] Hordeum vulgare
HW-AC02a_[I7CT70] Hordeum vulgare
HW-ACO2b_(I7CED3] Hordeum vulgare
05-AC02_[06ZHG2) Oryza sativa.
0s-ACO1_[00J1C1] Oyza sativa
05-AC03_[067UGH) Oryza sativa.
ARACO1 Avena fatua
HW-ACO1_(I7D3ES] Hordeum vulgare
HW-ACO3_(I7TBW44] Hordeum vulgare
ALACO2_[041931) Arabidopsis thaliana

2. A+AC03_[065376] Arabidopsis thaliana
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ALACO4_[Q06588] Arabidopsis thaliana
AG-ACO_[P31237] Actinidia deliciosa
Md-ACO1_[000985] Molus domestica
Md-ACO2_[048882] Molus domestica
Md-ACO3_[0BHOCS] Malus domestica
SFACO2_[P07920] Solanum lycopersicum
Ph-ACO1_{Q08506] Petunia hybrida
SHACO1_[PO5116] Solanum lycopersicum
2. 5+AC03_[P24157] Solanum lycopersicum




