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Supplementary Figure 1. Multiple sequence alignment of the SLC1 family and prokaryotic homologs.
Promals3D alignment visualized in JalView highlighting conserved residues in blue. TM regions denoted
according to the EAATL structure are marked by red boxes. TM helices involved in the mobile transport domain
are highlighted in mint green, TM helices comprising the scaffold domain are shown in yellow.



