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differences between isoforms

differences between species

differences between families

G1 G4G2, G3Sw I Sw IIG motifs (Lundin et al. 2007)

conserved regions 1a 1b 2 3 4 5(De Las Rivas
and Barber 2004)

Additional file 2: Alignment of the protein sequences of mature PsbOs from analyzed angiosperm species. The calculated values of the differences between isoforms, the differences 
between species and the differences between families are shown below the alignment. The sequences that were not included in the calculation are marked with an asterisk. Hypothetic 
GTP-binding domains (G motifs) predicted by Lundin et al. [10], conserved regions identified in wide range of photosynthetic organisms by De Las Rivas and Barber [9] and β-sheets 
forming the β-barrel structure are indicated below the alignment. Horizontal lines separate sequences from species belonging to the same angiosperm family.


