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Additional file 2. A nucleotide sequence alignment of EPSPS cDNA clones from allohexaploid wheat and wheat progenitors. The diagram indicates
the position of nucleotide polymorphisms identified in a ClustalW alignment of the 1190-bp cDNA clones of T. aestivum ‘Louise’ (T.a_cDNA#),
T. turgidum (AB progenitor) (T.t_cDNA#), Ae. tauschii (D progenitor) (Ae.t_ cDNA#), Ae. speltoides (B relative) (Ae.s cDNA#), and T.
monococcum (A relative) (T.m_cDNA#). Bars indicate point mutations, and dashes indicate gaps. Brackets mark the two distinct clusters of EPSPS
cDNA sequences from allohexaploid wheat as ‘EPSPS-4B’ (AB = TaEPSPS-7Al) and ‘EPSPS-D’ (D = TaEPSPS-7D1) based on sequence
homology to the wheat progenitors T. turgidum and Ae. tauschii, respectively.



