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supp. Fig. S2. Composite amino acid alignment of CP12 and GAPDH sequences. The mature subunit of CP12 was manually aligned with the C-terminal extension
of GapB. Conserved aa positions are indicated by dots (.) and deletions by dashes (-). Numbering of CP12 (above) and GAPDH (below) is based on the protein
seguences of Arabidopsis thaliana (AAM45071) and Geobacillus stearothermophilus (PO0362) as references respectively. Four highly conserved cysteine residues
are accentuated in dark gray, while the conserved (similar) amino acid positions between CP12 and GapB are shown in light gray. Amino acids with values >2 in

the PAM 250 matrix are regarded as similar. Start methionines of cyanobacterial CP12 proteins are underlined.



