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Supplementary information, Figure S6 Amino acid sequence alignments of SOM787. 

Amino acid sequence alignments of SOM787 in Arabidopsis thaliana (ath), Zea mays (zma), Solanum 

lycopersicum (sly), Nicotiana tabacum (nta), Glycine max (gmx), and Oryza sativa (osa). The red line 

indicates the dicarboxylate transporter domain. Dark blue and cyan shading indicate 100% and > 50% 

conserved amino acid residues, respectively. The red, blue and green triangles indicate the mutation sites 

of som787, som812 and som2073, respectively. 


